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SEARCH REQUEST FORM 

Requestor's . . / ^ Serial , i 

Name: ^C/liu /gft^t Number: ub/V-Zt, <0 9 

Date: ijl'lfal Phone: Art Unit: '$/?_ 



Search Topic: — ^ 

Please write a detailed statement of search topic. Describe specifically as possible the subject ' -.".ier to be searched. Define any 
terms that may have a special meaning. Give examples or relevenl citations, authors, keywords, etc., if known. For sequences, 
please attach a copy of the sequence. You may include a copy of the broadest and/or most relevent claim(s). 
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STAFF USE ONLY 



Number of Databases: 



Structure 
Bibliographic 



Date completed: 


0 2. 


_ o 4 


-97 


Search Site 


Vendors 


.Searcher:——— 






C-t- 5 <i<5 «?<?■ 




IG 


Terminal time: 




\<s ' 




CM-1 


STN 


Elapsed time: 








Pre-S 


Dialog 


CPU time: 








Type of Search 


APS 


Total time: 




2.-7 




NA. Sequence 


Geninfo 


Number of Searches: 






AA. Sequence 


SDC 



DARC/Questel 
Other rV)f y 



PTO-I590(9-90) 



FT /note= "replaces ui Id-type TLLSAL" 

FT Hisc.difference 361 

FT /label= Met. Trp. Ala. Asn. Asp. Cys. Gin. Glu. 

FT Gly. His. He. Lys, Phe. Pro. Ser, Thr. 

FT Tyr. Val 

FT /note= "pref. Het (clain 3)° 

PN W09527053-A1. 

PD 12-0CT-1995. 

PF 29-APR-1994! U04703. 

PR 31-MAR-1994? US-221171. 

PA (UYPE-) UNIV PENNSYLVANIA. 

PI Coopernan BS. Rubin H. Schechier N. Wang 211; 

OR WPU 95-366158/47. 

PT Analogues of hunan alpha-l-anii:chynotrypsin with increased 

PT inhibitory activity - useful for treating lung inf laudation etc. 

PT also related nucleic acid, vectors and transformed cells. 

PS Claim 8! Fig 1A-1E; 54pp; English. 

CC Analogues of ui Id-type alpha-l-antichynotrypsin (al-ACT) (R83101) 

CC nay be produced, by recombinant DNA nethods. in which anino acids 

CC 356-361 of the nature protein are replaced by other residues (e.g. 

CC see R83102-03). and optionally contain a nodified N-terninal 

CC extension (see also R83104-05). The N-terninal extensions H-A-S 

CC or A-S on the uild-type and analogue proteins enable direct 

CC expression of stable nononers. The uild-type protein and analogues 

CC are used as chynase inhibitors and in the treatnent and prevention 

CC of blood clots, reper fusion injury and lung inf I ann at ion. the 

CC latter caused by acid inhalation (fron stonach contents or snoke) 

CC or infection by a Gran-negative bacterium (e.g. Pseudononas or 

CC Escherichia). The analogues are prepared by protein engineering 

CC techniques, and are 4-fold nore efficient at inhibiting chynase 

CC than the uild-type protein. 

SQ Sequence 401 AA> 

Query Hatch 22.8X; Score 66; DB 16; Length 401; 

Best Local Sinilarity 27.3%; Pred. No. 3.89e+0l; 

Hatches 6; Conservative 10; Mi snatches 5; Indels 1; Gaps 1; 

Db 128 Idrftedakrlygsea-fatdf 148 

I " "I'HII" I " 
Gy 213 LA8YDSNSKK I YGSQPNFNHSY 234 



Search conpleted: Hon Feb 3 17:04:53 1997 
Job tine : 8 sees. 
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Release 2. ID John F. Collins. Bioconputing Research Unit. 
Copyright (c) 1993, 1994, 1995 University of Edinburgh, U.K. 
Distribution rights by IntelliGenetics, Inc. 

HPsrch_pp protein - protein database search, using Smth-Waternan algorithn 

Run on: Hon Feb 3 17:04:10 1997; HasPar tine 3.45 Seconds 

320.264 Million cell updates/sec 

Tabular nutnnf not nanarafori 



Title; >US-08-426-509-4 

Description: (192-234) fron US08426509.pep (3 of 5) 

Perfect Score; 290 

Sequence: 1 AQYDNESKKNYGSQPPSSSTSLAQYDSNSKKIYGSQPNFNMQY 43 

Scoring table: PAH 150 
Gap 11 

Searched: 82182 seqs> 25727515 residues 

Post-processing: Mini nun Hatch OX 

Listing first 45 sunnaries 

Database: pir48 

l:annl 2:ann2 3:ann3 4: unarm 1 5:unann2 6:unann3 7:unann4 
8:unann5 9:unann6 10:unann7 ll.'unannS 12:unann9 13:unenc 
14:unrev 

Statistics: Hean 31.496; Variance 62.651; scale 0.503 

Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printedi 
and is derived by analysis of the total score distribution. 

SUMMARIES 

1 

Result Query 



No. 


Score 


Hatch Length DB 


ID 


Description 


Pred. No. 


1 


80 


27.6 


473 


14 


S61428 


late enbryogenesis a 


3.3U-01 


2 


77 


26.6 


458 


9 


S33520 


Lea protein - soybea 


8.66e-01 


3 


77 


26.6 


655 


5 


A55726 


RNA-binding protein 


8.66e-01 


4 


77 


26.6 


656 


5 


A49358 


RNA-binding protein 


8.66e-01 


5 


76 


26.2 


2710 


8 


A37052 


toxin A - Clostridiu 


1.19e+00 


6 


76 


26.2 


2710 


8 


S08638 


toxin A - Clostridiu 


1.19e*00 


7 


74 


25.5 


870 


8 


S27514 


nosquitocidal toxin 


2.22e+00 


0 

o 


7? 


24.8 


462 


13 


30 J / 70 


PIIQ-PUflP ant an* fnci 
rUO vnUr RULdnu TUS1 


Ait Q+nn 


9 


72 


24.8 


526 


5 


S33799 


RNA-binding protein 


4.11e+00 


10 


70 


24.1 


286 


9 


S32480 


hypothetical protein 


7.52e+00 


11 


70 


24.1 


1538 


3 


RGBYS3 


regulatory protein S 


7.52e+00 


12 


70 


24.1 


1986 


10 


S28353 


probable polyketide 


7.52e+00 


13 


69 


23.8 


173 


8 


S38231 


hypothetical protein 


1.01e+01 


14 


69 


23.8 


774 


3 


QRECFA 


iron (III) dicitrate 


1.01e+01 


15 


68 


23.4 


213 


4 


S26055 


2-dehydro-3-deoxypho 


1.36e+01 


16 


68 


23.4 


328 


4 


SI 6300 


UDPglucose 4-epinera 


1.36e+01 


17 


68 


23.4 


396 


10 


S58223 


LSR1 protein - yeast 


1.36e+01 


18 


68 


23.4 


396 


10 


S61136 


probable transcripti 


1.36e+01 


19 


68 


23.4 


573 


12 


S20710 


hypothetical protein 


1.36e+01 


20 


68 


23.4 


1394 


10 


A29637 


position-specif ic an 


1.36e+01 


21 


67 


23.1 


231 


8 


F64120 


phosphate regulon tr 


1.83e+01 


22 


67 


23.1 


316 


9 


S58719 


hypothetical protein 


1.83e+01 


23 


67 


23.1 


439 


9 


A36911 


glutanine synthetase 


1.83e+01 


24 


67 


23.1 


664 


10 


S53037 


PLB1 protein - yeast 


1.83e+01 


25 


67 


23.1 


889 


10 


S50934 


hypothetical protein 


1.83e+01 


26 


67 


23.1 


1196 


14 


S35994 


XP-G-related protein 


1.83e+01 


27 


66 


22.8 


288 


6 


136848 


A8R protein - variol 


2.44e+01 


28 


66 


22.8 


320 


10 


S09208 


chorion protein s36 


2.44e+01 


29 


66 


22.8 


433 


2 


ITHUC 


alpha-l-antichynotry 


2.44e+01 


30 


66 


22.8 


505 


10 


S44647 


f42hl0.1 protein - C 


2.44e+01 


31 


66 


22.8 


930 


10 


D37271 


A-alpha Z 4 protein 


2.44e+01 


32 


66 


22.8 


1094 


9 


S49313 


protein kinase - sli 


2.44e+01 


33 


66 


22.8 


1094 


9 


S52076 


protein kinase - sli 


2.44e+01 


34 


66 


22.8 


1146 


10 


S46837 


hypothetical protein 


2.44e+01 


35 


65 


22.4 


107 


4 


B60754 


glucan 1.4-alpha-glu 


3.25e+01 


36 


65 


22.4 


131 


7 


JC1369 


huDothetical 14. 2K o 


3.25e+01 



37 


65 


22.4 


270 


8 


H64248 


hypothetical protein 


3.25e+01 


38 


65 


22.4 


657 


4 


A64079 


2' ,3'-cyclic-nucleot 


3.25e+01 


39 


65 


22.4 


1468 


12 


A44345 


nudeoporin - rat 


3.25e+01 


40 


64 


22.1 


125 


10 


S53086 


ND3 protein - jelly 


4.32e+01 


41 


64 


22.1 


295 


13 


S36174 


RNA binding protein/ 


4.32e+01 


42 


64 


22.1 


330 


14 


JQ2262 


Polygalacturonase in 


4.32e+01 


43 


64 


22.1 


397 


1 


XNECY 


tyrosine transaninas 


4.32e+01 


44 


64 


22.1 


459 


6 


JQ2345 


pi a j or capsid protein 


4.32e+01 


45 


64 


22.1 


877 


9 


S58824 


hypothetical protein 


4.32e+01 



ALIGNMENTS 



RESULT 1 
ENTRY 
TITLE 
ORGANISM 
DATE 

ACCESSIONS 

REFERENCE 
Sauthors 
isubnission 
Sdescription 

^accession 
##status 
##residues 
ttcro5s 
SUMMARY 



S61428 Stype complete 

late enbryogenesis abundant protein (clone pGnPMlO) - soybean 
#fornal_nane Glycine nax #copinon_nane soybean 
Ol-Har-1996 #sequence_revision Ol-Mar-1996 #text_change 

01-Mar-1996 
S61428 
S61428 

Chou, T.i Hsing, Y.C.i Chenr Z. 
subnitted to the EMBL Data Library. October 1993 
cDNA sequences for a soybean seed naturation polypeptide gene 

fanily. 
S61428 

prelininary 
1-473 ##label CHO 
references EMBLJU02966 

tlength 473 inolecular-ueight 50982 Schecksun 278 



Query Match 27.62; Score 80; DB 14; Length 473; 

Best Local Similarity 21.6X3 Pred. No. 3.31e-0l; 

Matches 8; Conservative 14; Mi snatches 15; Indels 0; Gaps 0; 



Db 195 dyatqktkdyasdatdaakktkdyaaqktkdyaseas 231 

;| : |:|:|:: ;| : | |;|;:: 

Qy 193 QYDNESKKNYGSSPPSSSTSLAQYDSNSKKIYGSQPN 229 



RESULT 
ENTRY 
TITLE 
ORGANISM 
DATE 



S33520 Stype conplete 
Lea protein - soybean 

#fornal_nane Glycine nax iconnonjiaoe soybean 
06-Jan-1995 #sequence_revision 06-Jan-1995 #text_change 

06-Jan-1995 
S33520 
S33520 

Choa. T.! Hsing. Y.C.; Chen. Z. 
subnitted to the EMBL Data Library. June 1993 
cDNA sequences for a soybean seed naturation polypeptide gene 

fanily. 
S33520 

prelininary 
#tnolecule_type nRNA 
Sires i dues" 1-458 ##label CHO 
##cross-references ENBL<'Z22872 
SUMMARY S length 458 Snolecular-ueight 49399 tchecksun 5605 



ACCESSIONS 

REFERENCE 
Sauthors 
Ssubnission 
•description 

iaccession 
tlstatus 



Query Match 26. 6X; Score 77; DB 9; Length 458. 

Best Local Sinilarity 22.22. Pred. No. 8.66e-0i; 

Matches 8; Conservative 13; Mi snatches 15; Indels 0; Gaps 0; 
Db 181 dyatqktkdyasdatdaakktkdyaaqktkdyasda 216 



Qu 



193 QYDNESKKNYGSQPPSSSTSLAQYDSNSKKIYGSQP 228 



Search completed: Hon Feb 3 17:00:21 1997 
Job tine : 10 sees. 
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Release 2. ID John F. Collins. Bioconputing Research Unit. 
Copyright (c) 1993r 1994. 1995 University of Edinburgh. U.K. 
Distribution rights by Intel! iGenetics. Inc. 

HPsrch_pp protein - protein database search, using Snith-Waternan algorithn 

Run on: Hon Feb 3 16:59:28 1997; NasPar tine 4.51 Seconds 

456.034 Million cell updates/sec 

Tabular output not generated. 

Title: >US-08-426-509-4 

Description: (296-375) fron US08426509.pep (2 of 5) 

Perfect Score: 579 

Sequence: 1 WFAGNISRSQSEGLLRQKGK ENKL YL AENYCFDS I PKL IH 80 

Scoring table: PAN 150 
Gap 11 



Searched: 



82182 seqs. 25727515 residues 



Post-processing: Mininun Hatch OX 

Listing first 45 sunnaries 

Database: pir48 

l:annl 2:ann2 3:ann3 4:unannl 5:unann2 6<'unann3 7:unann4 
8:unann5 9:unann6 10:unann7 ll:unann8 12:unann9 13:unenc 
14:unrev 

Statistics: Hean 37.725; Variance 82.158; scale 0.459 

Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



X 

Query 



No. 


Score 


Hatch Length DB 


ID 


Description 


Pred. No. 


1 


325 


56.1 


659 


11 


137212 


Bruton agannaglobuli 


8.36e-39 


2 


325 


56.1 


659 


11 


S28912 


protein-tyrosine kin 


8.36e-39 


3 


324 


56.0 


659 


12 


B45184 


B cell progenitor ki 


1.26e-38 


4 


324 


56.0 


660 


12 


JN0471 


protein-tyrosine kin 


1.26e-38 


5 


319 


55.1 


442 


11 


A45184 


B cell progenitor ki 


9.71e-38 


6 


311 


53.7 


620 


4 


S33253 


protein-tyrosine kin 


2.54e-36 


7 


307 


53.0 


619 


4 


JN0472 


protein-tyrosine kin 


1.29e-35 


8 


307 


53.0 


619 


4 


A47333 


T-cell-specific tyro 


1.29e-35 


9 


307 


53.0 


625 


4 


A43030 


protein-tyrosine kin 


1.29e-35 


10 


300 


51.8 


527 


12 


A55631 


orotein-turosine kin 


2.2ie-34 



11 


291 


50.3 


527 


4 


S13763 


protein-tyrosine kin 


8.42e-33 


12 


291 


50.3 


602 


4 


JU0215 


tyrosine kinase, tec 


8.42e-33 


13 


291 


50.3 


608 


4 


JU0227 


protein-tyrosine kin 


8.42e-33 


14 


291 


50.3 


630 


4 


JU0228 


protein tyrosine kin 


8.42e-33 


15 


254 


43.9 


590 


1 


TVFFDS 


protein-tyrosine kin 


2.23e-26 


16 


166 


28.7 


499 


4 


A40092 


protein-tyrosine kin 


8.32e-12 


17 


166 


28.7 


505 


1 


TVHUHC 


protein-tyrosine kin 


8.32e-12 


18 


162 


28.0 


517 


4 


A43807 


protein-tyrosine kin 


3.53e-ll 


19 


161 


27.8 


537 


4 


A45501 


protein-tyrosine kin 


5.05e-ll 


20 


160 


27.6 


517 


12 


S24547 


protein-tyrosine kin 


7.24e-ll 


21 


159 


27.5 


503 


4 


JQ1321 


protein-tyrosine kin 


1.04e-10 


22 


159 


27.5 


503 


1 


TVHSHC 


protein-tyrosine kin 


1.04e-10 


23 


158 


27.3 


528 


1 


TVFVG9 


protein-tyrosine kin 


1.48e-10 


24 


158 


27.3 


541 


1 


TVCHYS 


protein-tyrosine kin 


1.48e-10 


25 


158 


27.3 


543 


1 


TVHUYS 


protein-tyrosine kin 


1.48e-10 


26 


158 


27.3 


557 


10 


A00629 


protein-tyrosine kin 


1.48e-10 


27 


157 


27.1 


541 


4 


A43610 


protein-tyrosine kin 


2.12e-10 


28 


157 


27.1 


541 


12 


S3 1645 


protein-tyrosine kin 


2.12e-10 


29 


157 


27.1 


542 


1 


TVHUSC 


protein-tyrosine kin 


2.12e-10 


30 


156 


26.9 


529 


1 


TVHUFR 


protein-tyrosine kin 


3.03e-10 


31 


155 


26.8 


526 


1 


TVFV60 


protein-tyrosine kin 


4.32e-10 


32 


155 


26.8 


533 


1 


TVCHS 


protein-tyrosine kin 


4.32e-10 


33 


155 


26.8 


539 


11 


B49U4 


protein-tyrosine kin 


4.32e-10 


34 


155 


26.8 


557 


1 


TVFVS2 


protein-tyrosine kin 


4.32e-10 


35 


155 


26.8 


587 


1 


TVFVPR 


protein-tyrosine kin 


4.32e-10 


36 


154 


26.6 


663 


1 


TVHVRR 


protein-tyrosine kin 


6.16e-10 


37 


154 


26.6 


1290 


11 


A36466 


1-phosphatidylinosit 


6.16e-10 


38 


154 


26.6 


1290 


12 


A31317 


1-phosphatidy linos it 


6.16e-10 


39 


154 


26.6 


1291 


12 


S00666 


1-phosphatidylinosit 


6.16e-10 


40 


153 


26.4 


536 


4 


S33569 


protein-tyrosine kin 


8.79e-10 


41 


153 


26.4 


981 


1 


FOHVGH 


gag-abl polyprotein 


8.79e-10 


42 


153 


26.4 


1123 


4 


A39962 


kinase-related trans 


8.79e-10 


43 


153 


26.4 


1130 


1 


TVHUA 


protein-tyrosine kin 


8.79e-10 


44 


152 


26.3 


526 


1 


TVFVR 


protein-tyrosine kin 


1.25e-09 


45 


152 


26.3 


568 


1 


TVFVS1 


protein-tyrosine kin 


1.25e-09 



ALIGNMENTS 



137212 ttype conplete 

Bruton agannaglobu linen is tyrosine kinase - hunan 
#fornal_na«e Hono sapiens Iconnonjiafle nan 
09-Mar-1996 §sequence_revision 09-Har-1996 #text change 

09-l1ar-1996 
137212 
137212 

Ohtat Y. i Haire. R.N.; Litnan. R.T.i Fu> S.H.i Nelson, R.P.; 
KratZi J.; Kornfeld* S.J.; de la llorena. H.,* Good, R.A.; 
Litnan. G.U. 

Proc. Natl. Acad. Sci. U.S.A. (1994) 9l;9062-9066 
Genome organization and structure of Bruton 
agannaglobulinenia tyrosine kinase: localization of 
nutations associated with varied clinical presentations and 
course in X chronosone-l inked aganciaglobulinenia. 
#cross-reference5 HUID: 94377492 
•accession 137212 

itstatus prelininary 

ttnolecule.type DNA 

llresidues 1-659 #«label RES 

Mcross-references EMBL.'U10087$ NID?g517436! CDS_PID?g51743S 
Mnote only intron-exon junctions are shown 

GENETICS 

Igene GDB:BTK; AGIIXli IflDl 

ttcro s s-ref erences GDB : GOO- 1 20-542 

So an nntit inn YnJ>tTl-n53 



RESULT 1 
ENTRY 
TITLE 
ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 
tauthors 



•journal 
#title 



Sintrons 47/3? 80/3; 103/3; 131/1 J 174/1; 196/3; 259/2; 280/2; 298/3; 

325/2; 368/li 393/1 J 450/2; 522/3; 544/2; 584/1; 636/3 
SUMMARY ft length 659 inolecular-ueight 76281 ftchecksun 9489 

Query Hatch 56. IX; Score 325; DB 11; Length 659; 

Best Local Sinilarity 48.8ZJ Pred. No. 8.36e-39; 

Hatches 39; Conservative 23; Mi snatches 18; I ridels 0; Gaps 0; 

Db 281 uyskhntrsqaeqllkqegkeggfivrdssfcagkytvsvfakstgdpqgvirhyvvcstp 340 
I" "MINIUM IIIIMMIMI IMIIIMM' I I 'Ml I ! ; 

Qy 296 UFAGNISRSQSEQLLRSKGKEGAFHVRNSSQVGMYTVSLFSKAv'NDKKGTVKHYHVHTNA 355 

Db 341 qsqyylaekhlfstipelin 360 

" HIP I Ml II s 
Qy 356 ENKLYLAENYCFDSIPKLIH 375 



RESULT 2 

ENTRY 

TITLE 

ORGANISM 

DATE 

ACCESSIONS 
REFERENCE 
8 authors 



Sjournal 
»title 

taccession 
itstatus 
itnolecule 
Nresidues 
CLASSIFICATION 

KEYWORDS 
FEATURE 

221-269 

281-377 

400-658 
SUMMARY 



S28912 ttype conplete 

protein-tyrosine kinase (EC 2.7.1.112) atk - hunan 
#fornal_nane Hono sapiens tconnon_nane nan 
25-Feb-1994 #sequence_revision Ol-Sep-1995 Stext change 

Ol-Dec-1995 
S28912 
S28912 

Vetrie» D.; Vorechovsky. I.; Sideras. P.; Holland. J.; 

Davies> A.; Flinter. F.; Hannarstroeni L.J Kinnon, C; 

Levinsky. R.i Bobrowi M.i Snith. C.I.E.; Bent ley. D.R. 
Nature (1993) 361:226-233 

The gene involved in X-linked agannaglobulinaenia is a nenber 

of the src fanily of protein-tyrosine kinases. 
S28912 

preliminary 
.type nRNA 

1-659 t# label VET 
tsuperfanily SH3 honology; protein kinase hoRology; SH2 

hono logy 
phosphotransferase 

Sdonain SH3 honology tlabel SH3\ 
tdoflain SH2 honology tlabel SH2\ 
tdonain protein kinase honology tlabel KIN 
tlength 659 tnolecular-ueight 76281 tchecksun 9489 



Query Natch 56.1%; Score 325; DB 11; Length 659; 

Best Local Sinilarity 48.82; Pred. No. 8.36e-39; 

Matches 39; Conservative 23; Mi snatches 18; Indels 0; Gaps 0; 



Db 

ay 

Db 



281 uyskhntrsqaeqllkqegkeggfivrdsskagkytvsvfakstgdpqgvirhyvvcstp 340 

I'' "MINIUM IIIIMMIMI IMIIIMM' I I 'Ml I ' ' 
296 WFAGNISRS0SE8LLRQKGKEGAFNVRNSSQVGMYTVSLFSKAVNDKKGTVKHYHVHTNA 355 



341 qsqyylaekhlfstipelin 360 

" llll' I Ml II' 
Qy 356 ENKLYLAENYCFDSIPKLIH 375 



RESULT 3 

ENTRY B45184 ttype conplete 

TITLE B cell progenitor kinase. BPK-cytoplasnic tyrosine kinase - 

nouse 

ORGANISM #fornal_nane Hus nusculus tconnon_nane house nouse 

DATE 30-Apr-1993 #sequence_revision 18-Nov-1994 ttext_change 

12-May-1995 
ACCESSIONS B45184 
REFERENCE A45184 



•authors Tsukada. S.; Saffran, D.C.; Raulings> D.J.; Parolini. 0.; 

Alleni R.C.J Klisak* I.; Sparkes> R.S.; Kubagaua> H.» 

Hohandasi T.i Quan> S.; Belnont. J.W.; Cooper. tl.D.; 

Conley, H.E.; Witte, O.N. 
•journal Cell C 1993) 72. '279-290 

•title Deficient expression of a B cell cytoplasmic tyrosine kinase 

in hunan X-linked agannaglobulinenia. 
#cross-references HUID:93145329 
•accession B45184 

•♦status prelininary! not conpared uith conceptual translation 

••nolecule_type nucleic acid 
••residues" 1-659 Mlabel TSU 
•♦cross-references NCBIP? 123834 
•♦experinental_source 70z/3 pre-B cell lineli 
tinote sequence extracted fron NCBI backbone 

CLASSIFICATION Ssuperfanily SH3 honology. protein kinase honology; SH2 
bono logy 

FEATURE 

221-269 idonain SH3 honology tlabel SH3\ 

281-377 Idonain SH2 honology tlabel SH2V 

400-658 Idonain protein kinase honology llabel KIN 

SUMMARY llength 659 Snolecular-ueight 76326 Ichecksun 9917 

Guery Hatch 56. OX; Score 324; DB 12; Length 659; 

Best Local Sinilarity 47.5%; Pred. No. 1.26e-38; 

Hatches 38; Conservative 24; Hi snatches 18; Indels 0; Gaps 0; 

Db 281 uyskhntrsqaeqllkqegkeggfivrdsskagkytvsvfakstgepqgvirhyvvcstp 340 

I" -MIIMIIIM IIIIMMIMI IMIIIMM 5 ' I 'Ml I ; ' 
Qy 296 UFAGNISRSGSEOLLRSKGKEGAFIIVRNSSQVGHYTVSLFSKAVNDKKGTVKHYHv'HTNA 355 

Db 341 qsqyylaekhlfstipelin 360 

» IIIM I Ml 1 1 ! 
Qy 356 ENKL YL AEN YCFDS I PKL I H 375 



RESULT 4 

ENTRY JN0471 Itype conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) enb - nouse 

ORGANISM »fornal_nane Hus nusculus lconnon_nane house nouse 

DATE 31-Dec-1993 Isequence revision 31-Dec-1993 Itext change 

12-Hay-1995 
ACCESSIONS JN0471 
REFERENCE JN0471 

lauthors Y an ad a. N.f Kauakani. Y.; Kinura. H.; Fukanachi. H.; Baier. 

G.; Altnan> A.; Kato> T.i Inagakii Y.i Kauakanii T. 
•journal Biochen. Biophys. Res. Connun. (1993) 1925231-240 
•title Structure and expression of novel protein-tyrosine kinases. 

Enb and Enti in the hematopoietic cells, 
•accession JN0471 
•lnolecule_type nRNA 
••residues' 1-660 ISlabel YAM 
••note the nucleotide sequence is not given 

GENETICS 

•gene enb 

CLASSIFICATION •superfanily SH3 honology; protein kinase honology; SH2 
honology 

KEYWORDS phosphotransferase 
FEATURE 

223-271 idonain SH3 honology llabel SH3\ 

283-379 tdonain SH2 honology llabel SH2\ 

402-659 Idonain protein kinase honology llabel KIN\ 

552 *binding_site phosphate (Tyr) (covalent) Istatus 

predicted 

SUMMARY •length 660 «nolecular-ueight 76577 Ichecksun 1680 



Query Hatch 56. OX; Score 324; DB 12; Length 660; 

Best Local Sinilarity 47.52; Pred. No. 1.26e-38; 

Hatches 38; Conservative 24; Mismatches 18; Indels 0! Gaps 0; 

Db 283 uyskhntrsqaeqllkqegkeggf ivrdsskagkytvsvfakstgepqgvirhyvvcstp 342 
I" "MINIUM IIIIMMIMI IMIIIMM' ! I 'Ml I ! 5 

Qy 296 yFAGNISRS8SE8LLRQKGKEGAFHVRNSS8VGMYTVSLFSKAVNDKKGTVKHYHVHTNA 355 

Db 343 qsqyylaekhlfstipelin 362 

" UN I Ml IP 
Qy 356 ENKLYL AENYCFDSI PKL I H 375 



RESULT 5 
ENTRY 
TITLE 
CONTAINS 
ORGANISM 
DATE 



A45184 ttype fragnent 
8 cell progenitor kinase - him an (fragnent) 
tyrosine kinase 

tfornal_nane Hono sapiens tconnon_nane nan 
30-Apr-1993 #sequence_revision 18-Nov-1994 ttext change 

19-0ct-1995 
A45184 
A45184 

Tsukada» S.; Saffran. D.C.; Raulings. D.J.; Parolini. 0.; 
Allen. R.C.; Klisak, I.; Sparkes. R.S.; Kubagaua. H.; 
Mohandas. T.> Quan. S.I Belnont. J.W.; Cooper. H.D.i 
Con ley. H.E.; Hitte. O.N. 
Cell (1993) 72:279-290 

Deficient expression of a 6 cell cytoplasnic tyrosine kinase 
in hunan X-linked agannaglobulinenia. 
tcross-references HUID: 93145329 
taccession A45184 

ttstatus prelininary; not compared with conceptual translation 

#tnolecule_type nucleic acid 
Itresidues" 1-442 ttlabel TSU 
ttcross-references NCBIP: 123835 
ttexperinental_source erythroleukenia cell line K562 



ACCESSIONS 
REFERENCE 
•authors 



tjournal 
#title 



##note 
CLASSIFICATION 

FEATURE 

221-269 

281-377 

400-442 
SUMMARY 



sequence extracted fron NCB1 backbone 
tsuperfanily SH3 hono logy? protein kinase hono logy; SH2 
honology 

tdonain SH3 honology tlabel SH3\ 
tdonain SH2 honology tlabel SH2\ 
tdonain protein kinase honology (fragnent) tlabel KIN 
tlength 442 tchecksun 2964 



Query Natch 55.12; Score 319; DB 11; Length 442; 

Best Local Sinilarity 47. 5X? Pred. No. 9.71e-38? 

Matches 38; Conservative 24; Mi snatches 18; Indels 0; 



Gaps 0; 



Db 
Qy 
Db 
Qy 



281 uyskhntrsqaeqllkqegkeggf ivrdsskaakytvsvfakstgdpqgvirhyvvcstp 340 

I" -"MINIUM IIIIMMIMI 'MIIIMM' I I 'Ml I ' ' 
296 MFAGNISRS8SE9LLRQKGKEGAFMVRNSS8VGNYTVSLFSKAVNDKKGTVKHYHVHTNA 355 

341 qsqyylaekhlfstipelin 360 

" llll' I Ml II' 
356 ENKLYL AENYCFDS I PKL IH 375 



RESULT 6 

ENTRY S33253 ttype conplete 

TITLE protein-tyros ine kinase (EC 2.7.1.112) - hunan 

ORGANISM tfornal_nane Hono sapiens tconnon_nane nan 

DATE 02-Dec-1993 tsequence_revision Ol-Sep-1995 ttext_change 

19-0ct-1995 

ACCESSIONS S33253 

REFERENCE S33253 



CC transforation. Such conpounds have value in the treatnent of 
CC chronic, acute nyelogenous or acute lymphocytic leukaenia. 
SQ Sequence 1336 AA; 

Query Hatch 7.77.; Score 85; DB 15; Length 1336; 

Best Local Similarity 27.3%; Pred. No. 9.62e+00; 

Hatches 12; Conservative 15; Hi snatches 15; Indels 2; Gaps 2; 

Db 515 kvqindkddtseykhafeiilkdgnsvifsaksaeeknnunaal 558 

II : " » I MM' III " !!J I :! l ? II 
Qy 65 KVNLEE-QTPVERQYPFQ 1 VYKDGLLY VYASN-EESRSQWLKAL 106 



Search conpleted: Hon Feb 3 16:54;34 1997 
Job tine : 30 sees. 
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Release 2. ID John F. Collins/ Bioconputing Research Unit. 
Copyright (c) 1993. 1994, 1995 University of Edinburgh, U.K. 
Distribution rights by IntelliGenetics, Inc. 

HPsrch_pp protein - protein database search, using Snith-Waternan algorithn 

Run on-' Hon Feb 3 16:52:39 1997; HasPar tine 6.14 Seconds 

607.923 Million cell updates/sec 

Tabular output not generated. 

Title: >US-0B-426-509-4 

Description: (25-169) fron US08426509.pep (1 of 5) 

Perfect Score: 1 102 

Sequence: 1 NYKERLFVLTKTNLSYYEYD ANLHTAVNEEKHRVPTFPDR 145 



Scoring table: 



Searched: 



PAH 150 
Gap 11 

82182 seqs, 25727515 residues 



Post-processing: Hininun Hatch OX 

Listing first 45 sundries 

Database: pir48 

Uannl 2:artn2 3:ann3 4:unannl 5:unann2 6?unann3 7?unann4 
8:unann5 9:unann6 10:unann7 ll:unann8 12:unann9 13:unenc 
14:unrev 

Statistics: Mean 41.009; Variance 85.671! scale 0.479 

Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 
ENTRY 
TITLE 
ORGAN I SH 
DATE 



1 



JU0215 Siype conpleie 
tyrosine kinase, tec type II - nouse 
tfornal _nane Hus nusculus tconnon.nane house nouse 
31-Mar-1992 #sequence_revision 31-Mar— 1992 Stext_change 

Ol-Dec-1995 
JU0215 
JU0215 

llano. H.i Hanoi K.; Cope land, N. > Ihle. J.N. 
subnitted to JIPIDi Decenber 1991 
JU0215 
ttnolecule.type nRNA 
«*residues~ 1-602 ##label HAN 
itexperinental source liver, strain Balb/c 
GENETICS 

tnene i.pr 



ACCESSIONS 

REFERENCE 
tauthors 
I submission 
•accession 



CLASSIFICATION tsuperfanily protein-tyros ine kinase src! protein kinase 



honology; SH2 hofiology; SH3 honology 
kinase-related transforning protein 

t dona in SH3 honology tstatus atypical tlabel SH3\ 
tdonain protein kinase honology tlabel KIN\ 
tregion protein kinase ATP-binding notif\ 
tbinding_site phosphate (Tyr) (covalent) (by 
autophosphorylation) tstatus predicted 
# length 602 tnolecular-ueight 70103 ichecksun 7992 



KEYWORDS 
FEATURE 

185-223 

345-602 

353-361 

496 

SUMMARY 

Query Hatch 40.6%; Score 447; DB 4; Length 602; 

Best Local Similarity 45.82; Pred. No. 6.81e-62; 

Hatches 55; Conservative 27; Hisnatches 36; Indels 2i Gaps 2; 
Db 25 nykerkvlpksvlsyye-graekkyrkgvidiskikcveivknddgvipcqnkfpfqvv 83 

nun ii i : inn - : iii pi ipiii p ■■• I ■ him 

Qy 25 NYKERLF VLTKTNLS Y YE YDKHKRGSRKGS I E I KK I RCVEK VNLEEQT-P VERQ YPFQ 1 V 83 



Db 84 hdantlyifapspqsrdruvkklkeeiknnnninikyhpkfuadgsyqccrqteklapgc 143 



Qy 



Ml 



I I 



IP 



mi 



84 YKDGLL YVYASNEESRSQULKALQKE IRGNPHLL VK YHSGFFVDGKFLCCQ9SCKAAPGC 143 



RESULT 2 
ENTRY 
TITLE 
ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 

tauthors 

tsubnission 

tdescription 

•accession 
ttnolecule 
••residues 
GENETICS 
•gene 
CLASSIFICATION 

KEYWORDS 
FEATURE 

185-223 

345-603 

496 

SUMMARY 

Query Hatch 40.67.; Score 447; DB 4; Length 608; 

Best Local Sinilarity 45.87.; Pred. No. 6.81e-62; 

Hatches 55; Conservative 27; Hisnatches 36; Indels 2; Gaps 2; 
Db 25 nykerlcvlpksvlsyye-graekkyrkgvidiskikcveivknddgvipcqnkfpfqvv S3 

nun ii p inn • in pi mm p i « him 

Qy 25 NYKERLFVLTKTNLSYYE YDKMKRGSRKGS I EI KK I RCVEKVNLEEQT-P VERQYPFQ I V 83 



JU0227 *type conplete 

protein-tyrosine kinase (EC 2.7.1.112) tec III - nouse 
•for«al_nane Hus nusculus tconnon_nane house nouse 
31-Dec-1993 #sequence revision 31-Dec-1993 ttext change 

Ol-Dec-1995 
JU0227 
JU0227 

Hano> H.; Sato. K.; Yazaki. Y.; Hirait H. 
subnitted to JIPID, March 1993 

The Tec protein-tyrosine kinase is involved in the IL-3 

signaling pathway in a nurine nyeloid cell line. 
JU0227 
.type nRNA 

1-608 »# label MAN 

Tec 

•superfanily protein-tyrosine kinase src; protein kinase 

honology; SH2 honology; SH3 honology 
kinase-related transforning protein; phosphotransferase 

•donain SH3 honology tstatus atypical tlabel SH3\ 
tdonain protein kinase honology tlabel KIN\ 
tbinding.site phosphate (Tyr) (covalent) tstatus 
predicted 

•length 608 tnolecular-ueight 71162 tchecksun 1974 



Db 84 hdantlyifapspqsrdruvkklkeeiknnnninikyhpkfuadgsyqccrqteklapgc 143 

IPH- Ml HH I IP' I — HIP I II ' IPP I llll 
Qy 84 YKDGLLYV YASNEESRSQWLKALQKE I RGNPHLLVK YHSGFFVDGKFLCCQQSCKAAPGC 143 



RESULT 3 

EHTRY JU0228 itunc rnmnloto 



TITLE protein tyrosine kinase (EC 2.7.1.-) tec IV - mouse 

ORGANISM tfornal.nane flu 5 nusculus ♦connon_nane house nouse 

DATE 30-Sep-1993 tsequence_revision 30-Sep-1993 ttext_change 

21-Nar-1996 
ACCESSIONS JU0228 
REFERENCE JU0228 

♦authors llano i H.; Sato. K.i Yazakii Y.; Hirai. H. 
tsubnission subnitted to JIPIDi April 1993 
#accession JU0228 
ttnolecule_type DNA 
♦♦residues 1-630 ♦♦label HAN 
ttexperinental_source nyeloid 
CLASSIFICATION #superfanily protein-tyrosine kinase src; protein kinase 
honology; SH2 honology; SH3 honology 
kinase-related transforning protein; phosphotransferase 



KEYWORDS 
FEATURE 
185-233 
246-344 
367-625 
375-383 
515 

SUMMARY 

Query Natch 40.62; Score 447; DB 4; Length 630; 

Best Local Similarity 45.82; Pred. No. 6.81e-62; 

Matches 55; Conservative 27; Mi snatches 36; Indels 2; Gaps 2; 
Db 25 nykerlcvlpksvlsyye-graekkyrkgvidiskikcveivknddgvipcqnkfpfqvv 83 

mm ii i : urn ; : m m mm \- \ • hum 

Qy 25 NYKERLFVLTKTNLSYYEYDKHKRGSRKGSIEIKKIRCVEKVNLEEQT-PVER8YPFQIV 83 



tdonain SH3 honology # label SH3\ 
♦dona in SH2 honology Mabel SH2\ 
tdonain protein kinase honology ilabel KIN\ 
♦region protein kinase ATP-binding notif\ 
tactive.site Asp (aspartylphosphate internediate) 
♦status predicted 
♦length 630 ftnolecular-ueight 73651 tchecksun 4354 



Db 84 hdantlyifapspqsrdruvkklkeeiknnnninikyhpkfuadgsyqccrqteklapgc 143 

imm m mi i m i -mm i 11 nm i mi 

Qy 84 YKDGLLYVYASNEESRSQULKALGKEIRGNPHLLVKYHSGFFVDGKFLCCQ9SCKAAPGC 143 



RESULT 4 
ENTRY 
TITLE 
ORGANISM 
DATE 



S33253 ttype conplete 
protein-tyrosine kinase (EC 2.7.1.112) - hunan 
tfornal.nane Hono sapiens ♦connon.nane nan 
02-Dec-1993 tsequence_revision Ol-Sep-1995 ♦text change 

19-0ct-1995 
S33253 
S33253 

Tanaka. N.; Asao> H.i 0htani> K.i Nakanura> M.; Suganura, K. 
FEBS Lett. (1993) 324:1-5 

A novel hunan tyrosine kinase gene inducible in T cells by 

interleukin 2. 
S33253 

prelininary 
ttnolecule.type nRNA 
ttresidues" 1-620 ttlabel TAN 
ttcross-references EMBL:D13720 
CLASSIFICATION tsuperfanily SH3 honology; protein kinase honology 
KEYWORDS phosphotransferase 
FEATURE 

178-226 tdonain SH3 honology ilabel SH3\ 

361-619 tdonain protein kinase honology Slabel KIN 

SUMMARY # length 620 tnolecular-ueight 71830 tchecksun 8123 



ACCESSIONS 

REFERENCE 
♦authors 
♦journal 
♦title 

♦accession 
♦♦status 



Query Match 38.47.; Score 423; D8 4; Length 620; 

Best Local Similarity 46.02; Pred. No. 2.39e-57; 

Matches 57; Conservative 26; Misnatches 41; Indels 0; 



Gaps 0; 



Db 25 nfkvrffvltkaslaufedrhakkrtlkasielsrikcveivksdisiDchukUDfavvh 84 



Job tine : 9 sees. 
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Release 2. ID John F. Collins. Bioconputing Research Unit. 
Copyright (c) 1993. 1994. 1995 University of Edinburgh. U.K. 
Distribution rights by Intel HGenetics. Inc. 

MPsrch.pp protein - protein database search, using SRith-Waternan algorithn 

Run on: Hon Feb 3 17:02547 1997; HasPar tine 2.55 Seconds 

151.211 Million cell updates/sec 

Tabular output not generated. 

Title: >US-08-426-509-2 

Description: (493-507) fron US08426509.pep (4 of 4) 

Perfect Score: 92 

Sequence: 1 GQDADGSTSPRSQEP 15 

Scoring table: PAH 150 
Gap 11 



Searched: 82182 seqs. 25727515 residues 

Post-processing: Hininun Hatch OX 

Listing first 45 sunnaries 



Database: pir48 

l:annl 2:ann2 3:ann3 4:unannl 5:unann2 6:unann3 7:unann4 
8:unann5 9:unann6 10:unann7 ll:unann8 12:unann9 13:unenc 
14:unrev 



Statistics: Mean 22.865> Variance 34.220; scale 0.668 



Pred. No. is the nuRber of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUHHARIES 

X 

Result Query 

No. Score Hatch Length D8 ID Description Pred. No. 



1 


92 


100.0 


507 


4 


A55625 


protein-tyrosine kin 


4.02e-08 


2 


75 


81.5 


465 


4 


B55625 


protein-tyros ine kin 


1.99e-04 


3 


75 


81.5 


465 


12 


148926 


protein-tyrosine kin 


1.99e-04 


4 


54 


58.7 


156 


3 


QQBEG9 


HHRF1 protein - nun a 


2.65e+00 


5 


54 


58.7 


755 


12 


S32103 


filensin - bovine 


2.65e+00 


6 


52 


56.5 


717 


6 


S3 1034 


retrovirus-related g 


6.01e+00 


7 


52 


56.5 


717 


6 


S31035 


retrovirus-related g 


6.01e+00 


8 


51 


55.4 


1004 


9 


JC2221 


ciajor surface glycop 


8.99e+00 


9 


50 


54.3 


41 


11 


A47602 


complement C3b/C4b r 


1.34e+01 


10 


50 


54.3 


195 


11 


S31861 


nyristylated alanine 


1.34e+01 


11 


50 


54.3 


200 


12 


S17185 


nyristoylated alanin 


1.34e+01 


12 


50 


54.3 


226 


12 


A26964 


neuronal grouth-rela 


1.34e+01 


13 


50 


54.3 


227 


12 


A29800 


neuronodulin - nouse 


1.34e+01 



14 


50 


54.3 


545 


7 


F64181 


CTP synthetase (pyrG 


1.34e+01 


IS 


50 


54.3 


2039 


11 


S03843 


conplenent C3b/C4b r 


1.34e+01 


16 


49 


53.3 


133 


5 


S24315 


notilin precursor - 


1.98e+01 


17 


49 


53.3 


351 


12 


A56387 


helix-loop-helix tra 


1.98e+01 


18 


49 


53.3 


436 


7 


SI 3583 


nosD protein precurs 


1.98e+01 


19 


49 


53.3 


471 


7 


S35635 


DNA injection protei 


1.98e+01 


20 


49 


53.3 


590 


12 


A40437 


glutanic acid-rich p 


1.98e+01 


21 


49 


53.3 


926 


12 


A54142 


nucleoporin NUP107 - 


1.98e+01 


22 


48 


52.2 


188 


10 


S44817 


F44E2.2 protein - Ca 


2.92e+01 


23 


48 


52.2 


559 


11 


B56731 


chronatin assembly f 


2.92e+01 


24 


48 


52.2 


627 


10 


A44112 


spidroin 2> dragline 


2.92e+01 


25 


48 


52.2 


1101 


8 


S15271 


endoglucanase cenC - 


2.92e+01 


26 


48 


52.2 


1396 


12 


A44453 


translation initiati 


2.92e+01 


27 


48 


52.2 


3566 


11 


A40701 


tenascin-X precursor 


2.92e+01 


28 


47 


51.1 


179 


12 


JH0499 


glutanine/glutanic a 


4.28e+01 


29 


47 


51.1 


189 


14 


049600 


genone-l inked protei 


4. 28 e +01 


30 


47 


51.1 


190 


2 


RHSHCE 


corticoliberin precu 


4.28e+01 


31 


47 


51.1 


315 


6 


D48560 


innediate-early prot 


4.28e+01 


32 


47 


51.1 


332 


10 


S60935 


Lpel7 protein - yeas 


4.28e+01 


33 


47 


51.1 


357 


6 


S18236 


onega secalin precur 


4.28e+01 


34 


47 


51.1 


357 


6 


SI 8235 


onega secalin precur 


4.28e+0i 


35 


47 


51.1 


401 


14 


S58355 


CP49 protein - chick 


4.28e+01 


36 


47 


51.1 


425 


5 


A26431 


nerve growth factor 


4.28e+01 


37 


47 


51.1 


427 


2 


GQHUN 


nerve growth factor 


4.28e+01 


38 


47 


51.1 


450 


11 


S58351 


CP49ins protein - ch 


4.28e+01 


39 


47 


51.1 


479 


11 


A34924 


conplenent C3b/C4b r 


4.28e+01 


40 


47 


51.1 


591 


11 


A45135 


profilaggrin - hunan 


4.28e+01 


41 


47 


51.1 


664 


2 


VEHULA 


lanin A - hunan 


4.28e+01 


42 


47 


51.1 


713 


11 


S42803 


fibroblast growth fa 


4.28e+01 


43 


47 


51.1 


775 


3 


EDBE11 


i fined iate-early prot 


4.28e+01 


44 


47 


51.1 


1772 


10 


A45532 


najor nerozoite surf 


4.28e+01 


45 


47 


51.1 


2248 


11 


A35938 


profilaggrin - hunan 


4.28e+01 



ALIGNMENTS 



RESULT 
ENTRY 
TITLE 

ORGANISM 
DATE 



1 



A55625 Hype conplete 
protein-tyrosine kinase (EC 2.7.1.112) ■ 

negakoryocyte-associated - hunan 
#fornal_nane Hono sapiens #connon_nane nan 
24-Feb-1995 Isequence revision 24-Feb-1995 #text change 

Ol-tlar-1996 
A55625; S43533 
A55625 

Avrahan> S.; Jiang. S.; Ota, S.i Fu> Y.i Deng. 8.; Douler, 

L.L.; White. R.A.; Avrahan. H. 
J. Biol. Chen. (1995) 270:1833-1842 
Structural and functional studies of the intracellular 
tyrosine kinase HATK gene and its translated product. 
A55625 

prelininary? not conpared uith conceptual translation 
ttnolecule_type 0NA 
#*residues~ 1-507 i# label AVR 
REFERENCE S43533 

S authors Sakano. S.; Iwana. A.. Inazawa. J.» Ariyana. T.; Ohno, H.; 
Suda. T. 

•journal Oncogene (1994) 9U155-1161 

•title Molecular cloning of a novel non-receptor tyrosine kinase. 

HYL (henatopoietic consensus tyrosine-lacking kinase), 
•accession S43533 

••status prelininary 
##Rolecule_type nRNA 
••residues" 1-507 ISlabel SAK 
••cross-references EMBL 5X77278 
GENETICS 



ACCESSIONS 
REFERENCE 
I authors 

•journal 
«title 

•accession 
••status 



«gene GDB'MATK 

##cross-ref erences GDB : G00-304-667 
CLASSIFICATION isuperfanily SH2 honology; protein kinase homology; SH3 
honology 
phosphotransferase 



KEYWORDS 

FEATURE 
55-105 
122-211 
233-485 

SUMMARY 



fdonain SH3 honology ilabel SH31N 
idonain SH2 honology ilabel SH2\ 
•donain protein kinase honology tlabel KIN 
•length 507 #nolecular-ueight 5646? tchecksun 6051 



Query Hatch 100. OX; Score 92; 08 4; Length 507; 

Best Local Sinilarity 100.0%; Pred. No. 4.02e-08; 
Matches 15; Conservative 0; Mi snatches 0; Indels 



0; Gaps 0> 



Db 493 gqdadgstsprsqep 507 

lllllllllllllll 
Qy 493 GQDADGSTSPRSQEP 507 



RESULT 2 

ENTRY 

TITLE 

ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 
# authors 

•journal 
•title 

# accession 
••status 
ttnolecule. 
•♦residues 
CLASSIFICATION 

KEYWORDS 
FEATURE 

13-63 

80-169 

191-443 
SUMMARY 



B55625 ttype complete 
protein-tyrosine kinase (EC 2.7.1.112) > 

negakoryocyte-associated - nouse 
#fornal_nane Hus nusculus lconnon_nane house nouse 
24-Feb-1995 Ssequence revision 24-Feb-1995 Stext change 

19-0ct-1995 
B55625 
A55625 

Avrahan> S.; Jiang, S.» Ota. S.; Fu> Y.; Dengr B.; Dottier* 

L.L.; White. R.A.; Avrahan. H. 
J. Biol. Chen. U995) 270:1833-1842 
Structural and functional studies of the intracellular 

tyrosine kinase NATK gene and its translated product. 
B55625 

preliminary! not compared uith conceptual translation 
.type nRNA 

1-465 ## label AVR 
•superfanily SH3 honology; protein kinase honology; SH2 

honology 
phosphotransferase 

Idonain SH3 honology tlabel SH31N 
idonain SH2 honology ilabel SH2\ 
idonain protein kinase honology ilabel KIN 
•length 465 Inolecular-weight 51585 tchecksun 6919 



Query Natch 81.52; Score 75; DB 4; Length 465; 

Best Local Sinilarity 60. OX; Pred. No. 1.99e-04> 

Matches 9; Conservative 5; Mismatches 1; Indels 



0; Gaps 0; 



Db 451 gqeaegsaptrsqdp 465 

ll-'NI" HIM 
Qy 493 GQDADGSTSPRSQEP 507 



RESULT 3 

ENTRY 

TITLE 

ALTERNATEJIAMES 

ORGANISN 

DATE 

ACCESSIONS 
REFERENCE 
•authors 



148926 itype conplete 

protein-tyrosine kinase (EC 2.7.1.112) Ctk - nouse 
csk-type protein-tyrosine kinase 
•fornal_nane Hus nusculus iconnon_nane house nouse 
15-Nar-1996 isequence revision 15-Mar-1996 ttext change 

15-flar-1996 
148926 
A53469 

Klaaest S.; Adan> D.; Class, K.; Faranoli. J.; Boleni J.B.; 



CC to SH2 regions of Src. Abl > Lck and p85-alpha-N (R72088-91 » 
CC respectively). 
SQ Sequence 99 AAi 



Query Match 31. 7X; Score 187; DB 13; Length 99; 

Best Local Sinilarity 32.92; Pred. No. 1.98e-09; 

Matches 25; Conservative 23; Mismatches 27; Indels 1; Gaps 1; 
Db 5 uyugdisreevneklrdtadgtf Ivrdastknhgdytltlrkggnnklikifhrdgkygf 64 

M I II M ! l ! II Mil* I" III I < I ' "Hill ' 

Qy 122 yFHGKISGSEAVQQLQPPEDGLFLVRE-SARHPGDYVLCVSFGRDVIHYRVLHRDGHLTI 180 

Db 65 sdpltfnsvvelinhy 80 

::: | :::::::|| 
Qy 181 DEAVFFCNLHDNVEHY 196 



Search conpleted: Hon Feb 3 17:02:02 1997 
Job tine •' 6 sees. 

**«««**«*««*««tft«t«tt««t«**«*t««te««««ft««te*t««»«*»«*(*««««*ft*t«»f «»*««*«»«« 
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Release 2. ID John F. Collins* Bioconputing Research Unit. 
Copyright (c) 1993, 1994. 1995 University of Edinburgh. U.K. 
Distribution rights by IntelliGenetics> Inc. 

HPsrch_pp protein - protein database search, using Snith-WaterRan algorithn 

Run on: Hon Feb 3 17:01:07 1997; HasPar tine 4.29 Seconds 

450.074 Million cell updates/sec 

Tabular output not generated. 

Title: >US-08-426-509-2 

Description: (122-196) fron US08426509.pep (3 of 4) 

Perfect Score: 590 

Sequence: 1 UFHGK I SGQEAVQ8LQPPED HLTIDEAVFFCNLMDMVEHY 75 

Scoring table: PAM 150 
Gap 11 



Searched: 



82182 seqs, 25727515 residues 



Post-processing: Mini nun Hatch OX 

Listing first 45 sunnaries 

Database: pir48 

l:annl 2:ann2 3-'ann3 4:unannl 5:unann2 6:unann3 7iunann4 
8:unann5 9:unann6 10:unann7 U:unann8 12:unann9 13:unenc 
14:unrev 



Statistics: 



Mean 38.199; Variance 81.461; scale 0.469 



Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



sunn aries 

x 

Result Query 



No. 


Score 


Hatch Length DB 


ID 


Description 


Pred. No. 


1 


590 


100.0 


507 


4 


A55625 


protein-tyros ine kin 


4.42e-89 


2 


590 


100.0 


527 


11 


A49865 


protein-tyrosine kin 


4.42e-89 


3 


570 


96.6 


465 


4 


B55625 


protein-tyrosine kin 


2.92e-85 


4 


570 


96.6 


465 


12 


148926 


protein-tyrosine kin 


2.92e-85 


S 


350 


59.3 


450 


1 


JH0559 


protein-tyrosine kin 


5.07e-44 


6 


349 


59.2 


450 


12 


148929 


protein-tyrosine kin 


7.73e-44 


7 


349 


59.2 


450 


1 


SI 5094 


protein-tyrosine kin 


7.73e-44 


8 


344 


58.3 


450 


4 


A41973 


protein-tyrosine kin 


6.33e-43 


9 


215 


36.4 


723 


12 


B38749 


3-phosphatidylinosit 


4.48e-20 


10 


202 


34.2 


451 


12 


S49016 


tyrosine kinase - hu 


7.01e-18 


11 


199 


33.7 


217 


12 


A54688 


nodular adaptor Grb2 


2.23e-17 


12 


199 


33.7 


217 


11 


A43321 


growth factor recept 


2.23e-17 


13 


199 


33.7 


217 


12 


S26050 


gene ash protein - r 


2.23e-17 


14 


195 


33.1 


841 


11 


A43254 


pr ote i n-tyros i ne-pho 


1.04e-16 


15 


194 


32.9 


217 


11 

A A 


JT0664 


growth factor recept 


1.52e-16 


16 


192 


32 5 

w(> • W 


724 


1 1 
I A 


A38748 


3-phosphatidyl inosit 


3.27e-16 


17 


191 


32.4 


239 

bW 1 


12 


A46243 


epidernal growth fac 


4.79e-16 


18 


191 


32.4 


612 

Bib 


11 

A A 


JC2197 


protein-tyrosine kin 


4.79e-16 


19 


191 


32.4 


635 


11 


JC2198 


protein-tyrosine kin 


4.79e-16 


20 


191 


32 4 


635 


A A 


A53596 


protein-tyrosine kin 


4.79e-16 


21 


187 


31.7 


628 

OLD 


12 


S57436 


protein-tyrosine kin 


2.19e-15 


22 


187 


31 7 


724 


12 

A f- 


A38747 


phosphatidly inositol 


2.19e-15 


23 


187 


31.7 


724 


12 


A38749 


3-phosphatidylinosit 


2.19e-15 


24 


185 


31.4 


204 


5 


B45022 


CRK-I - hunan 


4.68e-15 


25 


185 


31.4 


304 


5 


A45022 


CRK-II - hunan 


4.68e-15 


26 


180 


30.5 


303 


5 


S41754 


CRKL protein - hunan 


3.09e-14 


27 


180 


30.5 


605 


12 


B56707 


protein-tyrosine kin 


3.09e-14 


28 


180 


30.5 


628 


12 


A56707 


protein-tyrosine kin 


3.09e-14 


29 


178 


30.2 


303 


12 


S58352 


SH2/SH3 adaptor prot 


6.56e-14 


30 


178 


30 2 


557 

WW f 


10 

A V 


A00629 


protein-tyrosine kin 


6.56e-14 


31 


174 


29.5 


209 


11 


A48090 


alpha 2-chinerin, p4 


2.93e-13 


32 


173 


29.3 


870 


11 


B40121 


GTPase-activating pr 


4.26e-13 


33 


173 


29.3 


1047 


11 

A A 


A40121 


GTPase-activating pr 


4.26e-13 


34 


172 


29.2 


1038 


12 


JT0663 


ras GTPase-activatin 


6.18e-13 


35 


172 


29 2 


1044 


12 

A Cm 


SO 1966 


GTPase-activating pr 


6.18e-13 


36 


171 


29.0 


535 

www 


12 

A t 


C46243 


epidernal grouth fac 


8.96e-13 


37 


169 


28.6 


505 


4 


S24550 


protein-tyrosine kin 


1.88e-12 


38 


166 


28.1 


443 


12 


B53764 


beta2-chinaerini cer 


5.70e-12 


39 


166 


28.1 


466 


U 


A53764 


beta2-chinaerini cer 


5.70e-12 


40 


166 


28.1 


628 


12 


A40802 


protein-tyrosine kin 


5.70e-12 


41 


164 


27.8 


1236 


10 


A53970 


1 -phosphatidyl inosit 


1.19e-ll 


42 


162 


27.5 


232 


2 


TVFV10 


transforning protein 


2.48e-ll 


43 


162 


27.5 


305 


5 


A49011 


c-Crk - chicken 


2.48e-ll 


44 


161 


27.3 


211 


10 


A46444 


SH2-SH3 adaptor prot 


3.57e-ll 


45 


161 


27.3 


595 


4 


A55651 


protein-tyrosine-pho 


3.57e-ll 



ALIGNMENTS 



RESULT 1 

ENTRY A55625 »type conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112), 

negakoryocyte-associated - hunan 
ORGANISM #fornal_nane Hono sapiens Sconnon.nane nan 

DATE 24-Feb-1995 #sequence_revision 24-Feb-1995 #text change 

01-Nar-1996 
ACCESSIONS A55625! S43533 

REFERENCE A55625 

tauthors Avrahanr S.i Jiang, S.> Ota, S.i Fu, Y.; Deng, B.i Dottier, 

L.L.; Unite, R.A.; Avrahan, H. 

Simimal .1. Rinl Cham HQQ51 JTAMBII-ISi? 



Stifle Structural and functional studies of the intracellular 

tyrosine kinase HATK gene and its translated product, 
taccession A55625 

ttstatus prelininary; not conpared with conceptual translation 

ttnolecule_type DNA 
llresidues" 1-507 Mabel AVR 
REFERENCE S43S33 

# author 5 Sakano, S.; Iuana, A.; Inazaua, J.; Ariyana, T.i Ohno. H.; 
Suda. T. 

tjournal Oncogene (1994) 9U155-1161 

Ititle Molecular cloning of a novel non-receptor tyrosine kinase, 

HYL (henatopoietic consensus tyros ine-lacking kinase), 
taccession S43533 

ttstatus prelininary 
ttnolecule.type nRNA 
Sires i dues" 1-507 Mabel SAK 
Itcross-references EMBL:X77278 
GENETICS 

«gene GDBsMATK 

Itcross-references GDBJG00-304-667 
CLASSIFICATION tsuperfanily SH2 homology; protein kinase honology; SH3 
hoRology 

KEYWORDS phosphotransferase 
FEATURE 

55-105 tdonain SH3 honology tlabel SH31\ 

122-211 tdonain SH2 honology tlabel SK2\ 

233-485 tdonain protein kinase honology tlabel KIN 

SUMMARY tlength 507 tnolecular-ueight 56469 tchecksun 6051 

Guery Hatch 100. OX; Score 590; 0B 4; Length 507; 

Best Local Sinilarity 100. OX! Pred. No. 4.42e-89; 

Hatches 75; Conservative 0; Mi snatches 0; Indels 0; Gaps 0; 

Db 122 ufhgkisgqeavqqlqppedglf Ivresarhpgdyvlcvsfgrdvihyrvlhrdghltid 181 

llllllllllllllllllllllllllllllllllllinillllllllllllllllllll 
Qy 122 UFHGK I SG8EAV9QLQPPEDGLFLVRESARHPGD Y VLCVSFGRDVI H YRVLHRDGHLT I D 181 

Db 182 eavffcnlndnvehy 196 

lllllllllllllll 
Qy 182 EAVFFCNLHDNVEHY 196 



RESULT 2 

ENTRY A49865 ttype conplete 

TITLE protein-tyro sine kinase (EC 2.7.1.112) natk - hunan 

ALTERNATE_NAMES negakaryocyte-associated tryosine kinase 

ORGANISM #fornal_nane Hono sapiens tconnon_nane nan 

DATE 30-Jun-1995 tsequence revision 30-Jun-1995 ttext change 

19-0ct-1995 
ACCESSIONS A49865 
REFERENCE A49865 

tauthors Bennett, B.D.; Couley, S.; Jiang, S.; London, R.J Deng, B.; 

Grabarek, J.; Groopnan, J.E.; Goeddel, D.V.; Avrahan, H. 
tjournal J. Biol. Chen. (1994) 269:1068-1074 
ttitle Identification and characterization of a novel tyrosine 

kinase fron negakaryocytes. 
taccession A49865 

ttstatus prelininary 
Itnolecule.type nRNA 
ttresidues" 1-527 Mabel BEN 
Itcross-references GB?L18974 



CLASSIFICATION 

KEYWORDS 
FEATURE 
55-105 



# super family SH2 honology; protein kinase honology; SH3 

honology 
phosphotransferase 

tdonain SH3 honoloau tlabel SH31\ 



182-211 tdonain SH2 homology tlabel SH2\ 

233-484 tdonain protein kinase homology tlabel KIN 

SUMMARY length 527 tnolecular-ueight 58473 tchecksun 1630 



Query Hatch 100. OX; Score 590; DB 11; Length 527; 

Best Local Sinilarity 100. OX; Pred. No. 4.42e-89; 

Matches 75; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Db 122 ufhgkisgqeavqqlqppedglf Ivresarhpgdyvlcvsfgrdvihyrvlhrdghltid 181 

lllllllllllllllllllllllllllllllllllllllillllllllllllllllllll 
Qy 122 WFHGKISGQEAVQQLQPPEDGLFLVRESARHPGDYVLCVSFGRDVIHYRVLHRDGHLTID 181 

Db 182 eavffcnlndnvehy 196 

lllllllllllllll 
Qy 182 EAVFFCNLMDMVEHY 196 



RESULT 3 

ENTRY 

TITLE 

ORGANISE 
DATE 

ACCESSIONS 
REFERENCE 
Sauthors 

Ijournal 
ttitle 

#accession 
ttstatus 
ttnolecule, 
#iresidues 
CLASSIFICATION 

KEYWORDS 
FEATURE 

13-63 

80-169 

191-443 
SUMMARY 

Query Match 



B55625 #type complete 
protein-tyrosine kinase (EC 2.7.1.1 12) > 

negakoryocyte-associated - mouse 
tfornal_nane Nus nusculus tconnon_name house nouse 
24-Feb-1995 #sequence_revision 24-Feb-1995 #text change 

19-0ct-1995 
B55625 
A55625 

Avrahan. S.; Jiang. S.i Ota. S.; Fu> Y.J Deng. B.; Douler. 

L.L.; Unite. R.A.; Avrahan. H. 
d. Biol. Chen. (1995) 270:1833-1842 
Structural and functional studies of the intracellular 

tyrosine kinase NATK gene and its translated product. 
B55625 

preliminary; not compared with conceptual translation 
.type nRNA 

1-465 iflabel AVR 
tsuperfanily SH3 honology; protein kinase homology; SH2 

homology 
phosphotransferase 

tdonain SH3 honology tlabel SH31\ 

tdonain SH2 honology tlabel SH2\ 

tdonain protein kinase honology tlabel KIN 

ilength 465 tnolecular-ueight 51585 tchecksun 6919 



96.67.; Score 570; DB 4; Length 465; 
Best Local Sinilarity 97. 3X; Pred. No. 2.92e-85; 

Matches 73; Conservative 1; Mismatches 1; Indels 0; Gaps 0; 



Db 80 ufhgkisgqeaiqqlqppedglflvresarhpgdyvlcvsfgrdvihyrvlhrdghitid 139 

llllllllliMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Qy 122 UFHGKISGQEAVQQLGPPEDGLFLVRESARHPGDYVLCVSFGRDVIHYRVLHRDGHLTID 181 



Db 140 eavcfcnlndnvehy 154 

ill milium 

Qy 182 EAVFFCNLMDMVEHY 196 



RESULT 4 

ENTRY 

TITLE 

ALTERNATE_NAMES 

ORGANISM 

DATE 

ACCESSIONS 
REFERENCE 



148926 Stype complete 

protein-tyrosine kinase (EC 2,7.1.112) Ctk - nouse 
csk-type protein-tyrosine kinase 
#formal_riane Plus nusculus #copinon_nane house nouse 
15-Mai — 1996 #sequence_revision 15-Mar-1996 ttext_change 

iS-Mar-1996 
148926 
A53469 



♦authors Klages. S.; Adan, D.; Class, K.> Fargnoli, J.; Bolen. J.B.; 
Penhalloui R.C. 

♦journal Ppoc. Natl. Acad. Sci. U.S.A. (1994) 91:2597-2601 

#title Ctk: a protein-tyros ine kinase related to Csk that defines 

enzyne fanily. 
♦cross-references NUID:94195789 
♦accession 148926 

##status prelininary 

♦♦nolecule_type piRNA 

•♦residues" 1-465 ##label RES 

♦♦cross-references EI1BL:U05210; NID:g450232i CDS.PID!g450233 
KEYWORDS phosphotransferase 

SUHHARY #length 465 ♦nolecular-ueight 51495 ♦checksun 6748 

Query Hatch 96.6%; Score 570; DB 12; Length 465; 

Best Local Sinilarity 97.3X; Pred. No. 2.92e-85; 



Hatches 


73; Conservative 1> Mi snatches l; Indels 0; Gaps 


Db 


80 


ufhgkisgqeaiqqlqppedglflvresarhpgdyvlcvsfgrdvihyrvlhrdghltid 139 

lllllllllll-llillllllllllllllllllllllllllillllllllllllllflll 
UFHGK I SGQEAV9QLQPPEDGLFLVRESARHPGDYVLC VSFGRDV I HYRVLHRDGHLT I D 181 


ay 


122 


Ob 


140 


eavcfcnlndnvehy 154 


Qy 


182 


iii minimi 

EAVFFCNLHDHVEHY 196 



RESULT 5 

ENTRY JH0559 ttype conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) CSK - hunan 

ALTERNATE_NAHES protein-tyrosine kinase cyl; protein-tyrosine kinase T2 
ORGANISM #fornal_nane Hono sapiens ♦cofiRonjiane nan 

DATE 30-Jun-1992 ♦sequence.revision 20-Aug-1994 Stext change 

16-Feb-1996 

ACCESSIONS JH0559; S38818; SI 9024; SI 7025 

REFERENCE JH0559 

I author 5 Braeuninger. A.; Holtrich. U.< Strebhardti K.; 
Ruebsanen-Waignann. H. 

♦journal Gene (1992) 110:205-211 

♦title Isolation and characterization of a nun an gene that encodes 

new subclass of protein tyrosine kinases, 
♦cross-references HUID:92165060 
♦accession JH0559 

♦♦nolecule.type nRNA 

♦♦residues 1-450 ♦♦label BRA 

♦♦cross-references EH8L:X59932 

♦♦experinental_source lung 



Strebhardti K. ; 



REFERENCE S38818 

♦authors Braeuninger i A.; Karn» T. 

Ruebsanen-Uaignanni H. 
♦journal Oncogene (1993) 8; 1365-1369 
♦title Characterization of the hunan CSK locus, 

♦accession S38818 

♦♦status prelininary 
♦♦nolecule.type DNA 
♦♦residues" 1-450 tSlabel BR2 
♦♦cross-references ENBL:X74765 
REFERENCE S19024 

♦authors Partaneni J.; Arnstrongi E.; Bergnan> H.; Haekelae. T.P.; 

Hirvoneni H.; Huebner. K.S Alitalo> K. 
♦journal Oncogene (1991) 6:2013-2018 

♦title cyl encodes a putative cytoplasmic tyrosine kinase lacking 

the conserved tyrosine autophosphorylation site (Y416 
(src)). 

♦cross-references HUID:92050797 
♦accession S19024 



Run on.' Hon Feb 3 17:11:18 1997; MasPar tine 9.20 Seconds 

671.122 Million cell updates/sec 

Tabular output not generated. 

Title: >US-08-426-509-6 

Description: (247-486) fron US08426509.pep (3 of 3) 

Perfect Score: 1791 

Sequence: 1 GSGQFGEVWEGLWNNTTPVA 8FYNIMLECWNAEPKERPTF 240 

Scoring table: PAH ISO 
Gap 11 

Searched: 82182 seqs, 25727515 residues 

Post-processing: Hininun Hatch OX 

Listing first 45 sunaaries 

Database: pir48 

l.'annl 2:ann2 3:ann3 4:unannl 5:unann2 6:unann3 7«'unann4 
8:unann5 9:unann6 10:unann7 ll:unann8 12<*unann9 13:unenc 
14:unrev 

Statistics: Hear. 45.069; Variance 114.513; scale 0.394 

Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printedt 
and is derived by analysis of the total score distribution. 

SUMMARIES 

I 

Result Guery 



No. 


Score 


Match Length DB 


ID 


Description 




Pred. No. 


1 


1775 


99.1 


505 


11 


138396 


protei 


n-tyrosine 


kin 


8.20e-266 


2 


1272 


71.0 


505 


4 


S24550 


prote 


n-tyrosine 


kin 


2.96e-182 


3 


1268 


70.8 


506 


4 


S24553 


protei 


n-tyrosine 


kin 


1.35e-181 


4 


1203 


67.2 


362 


4 


S24551 


protei 


n-tyrosine 


kin 


7.25e-171 


5 


1189 


66.4 


334 


4 


S24552 


protei 


n-tyrosine 


kin 


1.47e-168 


6 


1114 


62.2 


509 


1 


TVHAST 


protei 


n-tyrosine 


kin 


3.27e-156 


7 


1089 


60.8 


507 


4 


A39939 


protei 


n-tyrosine 


kin 


4.20e-152 


8 


1074 


60.0 


536 


4 


S33569 


protei 


n-tyrosine 


kin 


1.22e-149 


9 


1070 


59.7 


512 


4 


A39719 


protei 


n-tyrosine 


kin 


5.54e-149 


10 


1070 


59.7 


512 


1 


TVHULY 


protei 


n-tyrosine 


kin 


5.54e-149 


11 


1063 


59.4 


539 


11 


B49114 


prote 


n-tyrosine 


kin 


7.81e-148 


12 


1060 


59.2 


542 


11 


A49114 


protei 


n-tyrosine 


kin 


2.43e-147 


13 


1056 


59.0 


532 


4 


A34104 


prote 


n-tyrosine 


kin 


1.10e-146 


14 


1056 


59.0 


532 


4 


B34104 


prote 


n-tyrosine 


kin 


1.10e-146 


15 


1051 


58.7 


505 


1 


TVHUHC 


prote 


n-tyrosine 


kin 


7.27e-146 


16 


1051 


58.7 


542 


1 


TVHUSC 


prote 


n-tyrosine 


kin 


7.27e-146 


17 


1049 


58.6 


541 


4 


A43610 


prote 


in-tyrosine 


kin 


1.55e-145 


18 


1045 


58.3 


526 


4 


S15582 


prote 


n-tyrosine 


kin 


7.00e-145 


19 


1044 


58.3 


557 


1 


TVFVS2 


prote 


tn-tyrosine 


kin 


1.02e-144 


20 


1044 


58.3 


587 


1 


TVFVPR 


prote 


n-tyrosine 


kin 


1.02e-144 


21 


1043 


58.2 


526 


1 


TVFV60 


prote 


in-tyrosine 


kin 


1.49e-144 


22 


1042 


58.2 


526 


1 


TVFVR 


prote 


n-tyrosine 


kin 


2.17e-144 


23 


1043 


58.2 


533 


1 


TVCHS 


prote 


in-tyrosine 


kin 


1.49e-144 


24 


1040 


58.1 


503 


1 


TVMSHC 


prote 


n-tyrosine 


kin 


4.63e-144 


25 


1040 


58.1 


537 


4 


A43806 


prote 


i n-tyrosine 


kin 


4.63e-144 


26 


1039 


58.0 


526 


4 


S20808 


prote 


tn-tyrosine 


kin 


6.75e-144 


27 


1039 


58.0 


526 


1 


0KFVYR 


prote 


tn-tyrosine 


kin 


6.75e-144 


28 


1038 


58.0 


568 


1 


TVFVS1 


prote 


n-tyrosine 


kin 


9.84e-144 


29 


1037 


57.9 


509 


4 


A23639 


prote 


in-tyrosine 


kin 


1.44e-143 


30 


1035 


57.8 


503 


4 


JQ1321 


prote 


tn-tyrosine 


kin 


3.05e-143 


31 


1036 


57.8 


537 


1 


TVHUSY 


prote 


tn-tyrosine 


kin 


2.09e-143 


32 


1034 


57.7 


392 


4 


S04205 


Drote 


tn-turosine 


kin 


4.45e-143 



33 


1034 


57.7 


523 


1 


TVFVHT 


protein-tyrosine kin 


4.45e- 


■143 


34 


1032 


57.6 


526 


7 


S20676 


protein-tyros ine kin 


9.47e- 


■143 


35 


1032 


57.6 


526 


7 


S26420 


src protein - Rous s 


9.47e- 


•143 


36 


1030 


57.5 


509 


1 


OKHULK 


protein-tyros ine kin 


2.02e- 


142 


37 


1029 


57.5 


537 


1 


TVHUSR 


protein-tyros ine kin 


2.94e- 


■142 


38 


1026 


57.3 


663 


1 


TVHVRR 


protein-tyrosine kin 


9.12e- 


•142 


39 


1024 


57.2 


529 


1 


TVHUFR 


protein-tyrosine kin 


1.94e- 


■141 


40 


1022 


57.1 


517 


12 


S24547 


protein-tyrosine kin 


4.12e- 


•141 


41 


1022 


57.1 


541 


1 


TVCHYS 


protein-tyrosine kin 


4.12e- 


■141 


42 


1023 


57.1 


545 


7 


S52313 


pp62v protein - Rous 


2.83e- 


•141 


43 


1022 


57.1 


546 


7 


S52314 


pp62v protein - Rous 


4.12e- 


141 


44 


1016 


56.7 


537 


4 


A45501 


protein-tyrosine kin 


3.96e- 


•140 


45 


1016 


56.7 


541 


12 


S3 1645 


protein-tyrosine kin 


3.96e- 


•140 



ALIGNMENTS 



RESULT 1 

ENTRY 138396 «type complete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) FRK - hunan 

ALTERNATE.NANES FYN-related kinase (FRK) 

ORGANISM #fornal_nane Hono sapiens #coflP)on_nane nan 

DATE 15-Mar-1996 #sequence_revision 15-Har-1996 #text_change 

15-Har-1996 
ACCESSIONS 138396 
REFERENCE 138396 

#authors Leer J.; Wang, Z.; Luoh. S . M . ; Hood. H.I.; Scadden. D.T.. 

Sjournal Gene (1994) 1385247-251 

Stitle Cloning of FRK. a novel intracellular SRC-like tyrosine 

kinase-encoding gene. 
Scross-references MUID:94171047 
Saccession 138396 

#tstatus prelininary 

#tnolecule_type aRNA 

##residues" 1-505 t&label RES 

##cross-references EMBL:U00803; NID;g3928B7; CDS PIDig392888 
GENETICS 

tgene GDB:FRK 

Hcross-references GDB:G00-355-675 
KEYWORDS phosphotransferase 

SUMMARY tlength 505 #nolecular-ueight 58254 Schecksun 9379 

Query Natch • 99. IX; Score 1775; DB 11; Length 505; 

Best Local Similarity 99.6%; Pred. No. 8.20e-266; 

Matches 239; Conservative 0; Mi snatches 1; Indels 0; Gaps 0; 



Db 

fly 


241 
247 


gsgqfgevueglunnttpvavktlkpgsodpndflreaqinknlrhpkliqlyavctled 

llllllllllllllllilllllllllllllMllllllllllllllllllilllllllll 
GSG8FGEVHEGLHNNTTPVAVKTLKPGSNDPNDFLREAQIHKNLRHPKLI9LYAVCTLED 


300 
306 


Db 


301 


piyiitelnrhgslqeylqndtgskihltqqvdnaaqvasgnaylesrnyihrdlaarnv 


360 


Gy 


307 


iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiimiiiiimimiiiiiimi 

PIYIITELMRHGSLQEYLQNDTGSKIHLTSSYDNAA9VASGHAYLESRNYIHRDLAARNV 


366 


Db 


361 


Ivgehniykvadfglarvfkvdnediyesrheiklpvkutapeairsnkf siksdvusfg 

lllllllllllilll!ll!!lllllllllllll!llll!l!l!lll!!llllllllllll 
LVGEHNIYKVADFGLARVFKVDNEDIYESRHEIKLPVKWTAPEAIRSNKFSIKSDVWSFG 


420 


fly 


367 


426 


Db 


421 


illyeiitygknpysgntgaqviqnlaqnyrlpqpsncpqqfyninlecunaepkerptf 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllli 
ILLYEIITYGKHPYSGNTGAQVISNLA9NYRLPQPSNCP8QFYNIHLECWNAEPKERPTF 


480 


fly 


427 


486 



RESULT 



ENTRY 
TITLE 



2 



S24550 ttype complete 

Drotein-turosine kinase (EC 2.7.1.112) 1 - freshwater sDanae 



(Spongilla lacusiris) 
src-type tyrosine kinase 1 
#fornal_nane Spongilla lacusiris 

07-Nay-1993 #sequence_revision 07-May-1993 #text_change 

03-Nov-1995 
S24550 
S24550 
Raulfi P. 

submitted to the ENBL Data Library. September 1991 
S24550 
#inolecule_type nRNA 
itresidues" 1-505 #«label RAU 
#fcross-references EMBL;X61601 
GENETICS 

srkl 

flsuperfanily protein-tyrosine kinase src> protein kinase 

bono logyi SH2 homology; SH3 homology 
ATP; phosphotransferase; tyrosine-specif ic protein kinase 



ALTERNATE.NANES 

ORGANISM 

DATE 

ACCESSIONS 

REFERENCE 
I author s 
Ssubflission 
* access ion 



tgene 
CLASSIFICATION 



KEYWORDS 

FEATURE 
61-111 
122-214 
238-496 
246-254 
268 

SUMMARY 



fdonain SH3 honology llabel SH3\ 
•domain SH2 honology *label SH2\ 
t dona in protein kinase honology ftlabel KIN\ 
iregion protein kinase ATP-binding motif \ 
Sactive_site Lys istatus predicted 
#length 505 Snolecular-ueight 57693 Ichecksun 3389 



Suery Match 71. OX; Score 1272; DB 4; Length 505! 

Best Local Similarity 67. 5X; Pred. No. 2.96e-182; 

Matches 162; Conservative 40; Hi snatches 34; Indels 4; Gaps 3; 



Db 


247 


gagqfgevweglungttsvavktlkpgtmsveef Iqeasinkrlrhpkliqlyavctkee 

iMiiiiiiiiiii imiinmm - - 1 1 - 1 1 iii imimimii i : 

GSGflFGEVHEGLWNNTTPVAVKTLKPGSNDPNDFLREAQIMKNLRHPKLIQLYAVCTLED 


306 


Gy 


247 


306 


Db 


307 


piyivtelnkygslleylrgedgv-lkieqlvdvaaqvasgnsyleqqnyihrdlaarni 
IlimilP III III: | : : | 1=11111111=111 =11111111111 = 
PIYIITELMRHGSLQEYL8NDTGSKIHLTQ9YDMAAQVASGHAYLESRNYIHRDLAARNV 


365 


Qy 


307 


366 


Db 


366 


lvgehgickvadfglarv--id-eeiyeahtgakfpikutapeaanynrftiksdvusfg 


422 


8y 


367 


Hill 1 llllllllll =1 Pill- 1 = 1 = 1111111 1 = 1 = 111111111 
LVGEHNIYKVADFGLARVFKVDNEDIYESRHEIKLPVKHTAPEAIRSNKFSIKSDVHSFG 


426 


Db 


423 


vvl yei i tygrf pypgntnpev lek i qqnyrnpcpancpk qf hdi n I dcuredpasrptf 

==iiiniii= ipiii ==i==== hum 1 = 111 ii =111 = 11 =i mi 

ILLYEIITYGKMPYSGMTGAQVIQMLAQNYRLPOPSNCPQQFYNIMLECHNAEPKERPTF 


482 


Qy 


427 


486 



RESULT 
ENTRY 
TITLE 



S24553 ttype complete 

protein-tyrosine kinase (EC 2.7.1.112) 4 - freshwater sponge 

(Spongilla lacustris) 
src-type tyrosine kinase 4 
#fornal_nane Spongilla lacustris 

07-May-1993 #sequence_revision 07-May-1993 fttext_change 

03-Nov-1995 
S24553 
S24550 
Raulf. F. 

submitted to the EMBL Data Library. September 1991 
S24553 
ttnolecule_type nRNA 
lire si dues" 1-506 t#label RAU 
##cross-references EMBL:X61604 
GENETICS 

#gene srk4 

CLASSIFICATION ttsuoerfanilu orotein-turosine kinase src; orotein kinase 



ALTERNATE.NAMES 

ORGANISM 

DATE 

ACCESSIONS 

REFERENCE 
♦authors 
#subnission 
ftaccession 



homology; SH2 homology; SH3 honology 

KEYWORDS ATP; phosphotransferase! tyros ine-spec if ic protein kinase 
FEATURE 

61-111 tdonain SH3 honology tlabel SH3\ 

122-214 tdonain SH2 honology tlabel SH2\ 

238-496 tdonain protein kinase honology tlabel KIN\ 

246-254 tregion protein kinase ATP-binding notif\ 

268 tactive_site Lys tstatus predicted 

SUHHARY tlength 506 "tnolecular-ueight 57561 tchecksun 9002 

Query Hatch 70. 8X; Score 1268; DB 4; Length 506; 

Best Local Sinilarity 66.72; Pred. No. 1.35e-lBl; 

Hatches 160; Conservative 40; Mi snatches 36; Indels 4; Gaps 3; 
Db 247 gagqfgevueglungttsvavktlkpgtnsieef leeasinkqlrhpkliqlyavctkee 306 

piiiiimiinipimiiiipi ;; n n m iiiiiiiiiiini p 

Qy 247 GSGSFGEVWEGLWNNTTPVAVKTLKPGSMDPNDFLREAQIHKNLRHPKLIQLYAVCTLED 306 

Db 307 piyivtelnkhgslleylrgd-grslklpdlvdncsqvasgnsyleqqnyihrdlaarni 365 
IIIPIIIPIIII IIP II ! I ! II HIIIIPIII -'11111111111: 

Gy 307 PIYIITELMRHGSL9EYLQNDTGSKIHLTQQYDHAAQVASGMAYLESRNYIHRDLAARNV 366 

Db 366 lvgehkickvadfglarv--id-eeiyeaklgakfpikutapeaanysrftiksdvu5fg 422 

i 1 1 1 1 - 1 llllllllll : l PIIP : PPIIIIIII ••■PIIIIIIMI 
9y 367 LVGEHNIYKVADFGLARVFKVDNEDIYESRHEIKLPVKMTAPEAIRSNKFSIKSDVHSFG 426 

Db 423 ivlyevitygrfpypgntnaqvleqiqqsyrnprpngcpeklyainndcuredpasrptf 482 

PIIPIHP IP'III MM- : PIPPI IP : l IP'II M till 
fly 427 ILLYEIITYGKHPYSGNTGAQVIQHLAQNYRLPQPSNCPQQFYNIHLECWNAEPKERPTF 486 



RESULT 
ENTRY 
TITLE 



freshuater sponge 



S24551 ttype fragnent 
protein-tyrosine kinase (EC 2.7.1.112) 2 

(Spongilla lacustris) (fragnent) 
src-type tyrosine kinase 2 
#fornal_nane Spongilla lacustris 

07-Nay-1993 tsequence_revision 07-Hay-1993 #text_change 

03-Mov-1995 
S24551 
S24550 
Raulfi F. 

submitted to the EHBL Data Library, Septenber 1991 
S24551 
ttnolecule_type nRNA 
ttresidues" 1-362 ttlabel RAU 
ttcross-references EMBL:X61602 
GENETICS 

srk2 

tsuperfanily protein-tyrosine kinase src; protein kinase 

honology; SH2 honology; SH3 honology 
ATP; phosphotransferase; tyrosine-specif ic protein kinase 



ALTERNATEJAHES 

ORGANISM 

DATE 

ACCESSIONS 

REFERENCE 
8 authors 
tsubnission 
taccession 



tgene 
CLASSIFICATION 



KEYWORDS 

FEATURE 
1-70 
93-351 
101-109 
123 

SUHHARY 



tdonain SH2 honology (fragnent) tlabel SH2\ 
tdonain protein kinase honology tlabel KIN\ 
tregion protein kinase ATP-binding notif\ 
tactive_site Lys tstatus predicted 
tlength 362 tchecksun 2776 



Query Hatch 67. 2X; Score 1203; DB 4; Length 362; 

Best Local Sinilarity 64.6X5 Pred. No. 7.25e-171; 

Hatches 155; Conservative 44; Hisnatches 37; Indels 4; Gaps 4; 



Db 102 gagqfgevyqglunnstpvavktlkagtnqpaaf laeaqinkklrhpkliqlyavctqge 161 

1 = 111111 MIIIPIIIIIIIIPPPI II IIIHPIIIIIIItllllll 
Qu 247 GSGQFGEVWEGLWNNTTPVAVKTLKPGBNDPNDFLREAfllMKNLRHPKLiaL YAVCTLED 306 



Query Match 24.3%; Score 107; DB 9; Length 48; 

Best Local Sinilarity 53.67.; Pred. No. 4.51e-02; 

Hatches 15; Conservative 7; Hisnatches 4; Indels 2; Gaps 2> 

Db 6 alydyearteddlsfekgek-fq-Redl 31 

IPII-'III PI M I 

Qy 54 ALFDYQARTAEDLSFRAGDKKL8VLDTL 81 



Search completed; Hon Feb 3 17: 10? 17 1997 
Job tine • 9 sees. 



| \ / / 
|\ \/ / 
I \-\/ 



I I I I I 
I I L. 



I I 
.J I 



I I ! 
LJ I 
„l 
|\ \ 
I \ \ 
.1 U 



.1 I. 



(TH) 



Release 2. ID John F. Collins, Bioconputing Research Unit. 
Copyright (c) 1993, 1994, 1995 University of Edinburgh, U.K. 
Distribution rights by Intel liGenetics, Inc. 

MP6rch_pp protein - protein database search, using Snith-Waternan algorithn 

Run on; Hon Feb 3 17:09:24 1997; HasPar tine 3.90 Seconds 

389.446 Million cell updates/sec 

Tabular output not generated. 



Title: 

Description: 
Perfect Score: 
Sequence: 



>US-08-426-509-6 

(54-112) froR US08426509.pep (2 of 3) 
440 

1 ALFDYQARTAEDLSFRAGDK. KRRDGSSQQLQGYIPSNYVA 59 



Scoring table: PAH 150 
Gap 11 



Searched: 



82182 seqs, 25727515 residues 



Post-processing: Hininun Hatch OX 

Listing first 45 sunnaries 

Database: pir48 

l:annl 2:ann2 3:ann3 4:unannl 5:unann2 6:unann3 7<'unann4 
8:unann5 9:unann6 10:unann7 li:unann8 12:unann9 13:unenc 
14:unrev 



Statistics: 



Mean 36.207; Variance 80.441; scale 0.450 



Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

I 

Result Query 

No. Score Hatch Length DB ID 



Description 



Pred. No. 



1 422 95.9 505 11 138396 protein-tyros ine kin 6.98e-56 

2 191 43.4 509 1 TVHAST protein-turosine kin 6.03e-16 



3 


170 


38.6 


532 


4 


B34104 


protein-tyros ine kin 


1.33e-12 


4 


167 


38.0 


542 


11 


A49U4 


protein-tyros ine kin 


3.92e-12 


5 


166 


37.7 


534 


4 


A44991 


protein-tyrosine kin 


5.62e-12 


6 


166 


37.7 


534 


4 


S33568 


protein-tyros ine kin 


5.62e-12 


7 


166 


37.7 


537 


1 


TVHUSY 


protein-tyrosine kin 


5.62e-12 


8 


166 


37.7 


537 


1 


TVHUSR 


protein-tyrosine kin 


5.62e-12 


9 


166 


37.7 


537 


4 


A45501 


protein-tyrosine kin 


5.62e-12 


10 


165 


37.5 


532 


4 


A34104 


protein-tyrosine kin 


8.04e-12 


11 


165 


37.5 


537 


4 


A43806 


protein-tyrosine kin 


8.04e-12 


12 


165 


37.5 


543 


1 


TVHUYS 


protein-tyrosine kin 


8.04e-12 


13 


162 


36.8 


541 


12 


S3 1645 


protein-tyrosine kin 


2.36e-ll 


14 


161 


36.6 


517 


12 


S24547 


protein-tyrosine kin 


3.37e-ll 


IS 


160 


36.4 


528 


1 


TVFVG9 


protein-tyrosine kin 


4.81e-ll 


16 


160 


36.4 


529 


1 


TVHUFR 


protein-tyrosine kin 


4.81e-ll 


17 


160 


36.4 


541 


1 


TVCHYS 


protein-tyrosine kin 


4.81e-ll 


18 


158 


35.9 


533 


1 


TVCHS 


protein-tyrosine kin 


9.79e-ll 


19 


158 


35.9 


539 


11 


B49114 


protein-tyrosine kin 


9.79e-ll 


20 


158 


35.9 


557 


1 


TVFVS2 


protein-tyrosine kin 


9.79e-ll 


21 


158 


35.9 


568 


1 


TVFVS1 


protein-tyrosine kin 


9.79e-ll 


22 


158 


35.9 


587 


1 


TVFVPR 


protein-tyrosine kin 


9.79e-ll 


23 


157 


35.7 


451 


12 


S49016 


tyrosine kinase - hu 


1.40e-10 


24 


156 


35.5 


536 


4 


S33569 


protein-tyrosine kin 


1.99e-10 


25 


153 


34.8 


505 


4 


S24550 


protein-tyrosine kin 


5.73e-10 


26 


153 


34.8 


506 


4 


S24553 


protein-tyrosine kin 


5.73e-10 


27 


153 


34.8 


517 


4 


A43807 


protein-tyrosine kin 


5.73e-10 


28 


152 


34.5 


512 


4 


A39719 


protein-tyrosine kin 


8.14e-10 


29 


151 


34.3 


526 


4 


S20808 


protein-tyrosine kin 


1.16e-09 


30 


151 


34.3 


526 


4 


SI 5582 


protein-tyrosine kin 


1.16e-09 


31 


151 


34.3 


526 


1 


TVFVR 


protein-tyrosine kin 


1.16e-09 


32 


151 


34.3 


526 


1 


OKFVYR 


protein-tyrosine kin 


1.16e-09 


33 


147 


33.4 


505 


1 


TVHUHC 


protein-tyrosine kin 


4.68e-09 


34 


146 


33.2 


526 


1 


TVFV60 


protein-tyrosine kin 


6.62e-09 


35 


145 


33.0 


907 


9 


A57087 


cell division contro 


9.37e-09 


36 


144 


32.7 


503 


1 


TVHSHC 


protein-tyrosine kin 


1.32e-08 


37 


144 


32.7 


512 


1 


TVHULY 


protein-tyrosine kin 


1.32e-08 


38 


143 


32.5 


526 


7 


S20676 


protein-tyrosine kin 


1.87e-08 


39 


143 


32.5 


526 


7 


S26420 


src protein - Rous s 


1.87e-08 


40 


142 


32.3 


503 


4 


J91321 


protein-tyrosine kin 


2.64e-08 


41 


140 


31.8 


545 


7 


S52313 


pp62v protein - Rous 


5.25e-08 


42 


140 


31.8 


546 


7 


S52314 


pp62v protein - Rous 


5.25e-08 


43 


131 


29.8 


303 


5 


S41754 


CRKL protein - human 


1.12e-06 


44 


130 


29.5 


259 


5 


A44988 


transforming protein 


i.56e-06 


45 


130 


29.5 


305 


5 


A49011 


c-Crk - chicken 


1.56e-06 



AUGMENTS 

RESULT 1 

ENTRY 138396 Stype complete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) FRK - hunan 

ALTERNATE.NAHES FYN-related kinase (FRK) 

ORGANISM #forwal_nane Homo sapiens #connon_nane nan 

DATE 15-Kar-1996 #sequence_revision 15-Har-1996 fttext change 

15-Har-1996 
ACCESSIONS 138396 
REFERENCE 138396 

S authors Lee. J.; Wang, Z.s Luoh, S.H.i Wood. W.I.; Scadden. D.T. 

#journal Gene (1994) 1385247-251 

Stitle Cloning of FRK. a novel intracellular SRC-like tyrosine 

kinase-encoding gene. 
Scross-references HUID:94171047 
taccession 138396 

Mstatus preliminary 

*tflolecule_type nRNA 

tires idues" 1-505 #§label RES 

iScross-references EMBL:U008Q3; NID:q392887; CDS PID:o392fi88 



GENETICS 

•gene GDB.'FRK 

••cross-references GDB:GO0-355-675 
KEYWORDS phosphotransferase 

SUMMARY ftlength 505 tnolecular-ueight 58254 »checksun 9379 

Query Hatch 95.9%; Score 422; DB 11; Length 505; 

Best Local Similarity 98.32; Pred. No. 6.98e-56; 

Hatches 58$ Conservative 0; Hisnatches 0; Indels 1; Gaps II 

Db 49 alfdyqartaedlsfragdk-lqvldtlheguufarhlekrrdgssqqlqgyipsnyva 106 

lllllllllllllllllll! Illlllllllllllllllllllllllllllllilllll 
fiy 54 ALFDYQARTAEDLSFRAGDKKLQVLDTLHEGWHFARHLEKRRDGSSQQLQGYIPSNYVA 112 



Hydra attenuata 



RESULT 2 

ENTRY TVHAST ttype complete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) stk 

ORGANISM #fornal_nane Hydra attenuata 

DATE 31-Mar-1992 #sequence_revision 31-Mar-1992 #text_change 

20-Aug-1994 
ACCESSIONS A34094 
REFERENCE A34094 

•authors Bosch. T.C.G.! Unger. T.F.; Fisher. D.A.; Steele. R.E. 

•journal Hoi. Cell. Biol. (1989) 954141-4151 

•title Structure and expression of STK. a src-related gene in the 

sinple netazoan Hydra attenuata. 
•cross-references NUIDJ90066418 
•accession A34094 
•ftnolecule_type nRNA 
••residues" 1-509 «#label BOS 
••cross-references GB:M25245 
GENETICS 

•gene stk 

CLASSIFICATION •superfanily protein-tyrosine kinase src; protein kinase 

honology; SH2 hoeology; SH3 homology 
KEYWORDS ATP; phosphoprotein; phosphotransferase; transforning 

protein; tyro sine- spec if ic protein kinase 



FEATURE 
66-115 
126-218 
238-497 
246-254 
268 
390 

SUHHARY 

Query Hatch 



•donain SH3 honology tlabel SH3\ 
•donain SH2 honology tlabel SH2\ 
•donain protein kinase honology Slabel KIN\ 
•region protein kinase ATP-binding notif\ 
•active_site Lys #status predicted\ 
•binding_site phosphate (Tyr) (covalent) (by 
autophosphorylation) Sstatus predicted 
•length 509 Snolecular-ueight 56885 ichecksun 8721 



43. 4XJ Score 191; DB 1; Length 509; 
Best Local Similarity 47.7%; Pred. No. 6.03e-16; 

Matches 21. Conservative 11; Hisnatches 11; Indels l; Gaps l; 



Db 66 alydyearisedlsfkkger-lqiintadgduuyarslitnseg 108 

ll'-imi MINI- I- 1 1 ' • I INI I M 
Qy 54 ALFDYQARTAEDLSFRAGDKKLQVLDTLHEGUWFARHLEKRRDG 97 



RESULT 3 

ENTRY B34104 ttype conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) src 2 - African claued 

frog 

ALTERNATE_NAHES kinase-related transforning protein (src); kinase-related 

transforning protein (src) 2 
ORGANISM •fornal_nane Xenopus laevis #connon_nane African claued frog 

DATE 30-Rar-1990 #sequence_revision 30-Har-1990 #text_change 

09-S&D-1994 



ACCESSIONS B34104 
REFERENCE A34104 

i authors Steele. R.E.; linger. T.F.; Mardis. H.J.; Fero. J. B. 

t journal J. Biol. Chen. (1989) 264:10649-10653 

#title The tuo Xenopus laevis SRC genes are co-expressed and each 

produces functional pp(60src). 
tcross-references MUID:89278134 
♦accession B34104 

ttstatus prelininary; not compared uith conceptual translation 

ttnolecule_type nRNA 
ttresidues" 1-532 ##label STE 
CLASSIFICATION tsuperfanily protein-tyrosine kinase src; protein kinase 
honology; SH2 homology; SH3 honology 
ATP; phosphotransferase; tyrosine-specif ic protein kinase 



tdonain SH3 honology tlabel SH3\ 
tdonain SH2 honology ilabel SH2\ 
tdonain protein kinase honology tlabel KIN\ 
♦region protein kinase ATP-binding notif 
#length 532 tnolecular-ueight 59736 tchecksun 7595 



KEYWORDS 
FEATURE 
87-136 
147-244 
264-522 
272-280 
SUMMARY 

fluery Match 38. 6X; Score 170; DB 4; Length 532; 

Best Local Sinilarity 50.07.; Pred. No. 1.33e-12; 

Matches 19; Conservative 9; Mi snatches 9; Indels 1; Gaps 1; 

Db 87 alydyesrtetdlsfrkger-lqivnntegduularsl 123 

W-W'-W Hill I" IP" IIMI I 
fly 54 ALFDYQARTAEDLSFRAGDKKL8VLDTLHEGWWFARHL 91 



RESULT 4 
ENTRY 
TITLE 



Pacific electric 



A49114 ttype conplete 
protein-tyrosine kinase (EC 2.7.1.112) fyn 
ray 

#fornal_nane Torpedo californica tconnon_nane Pacific 
electric ray 

10-Nov-1995 tsequence revision 10-Nov-1995 Stext change 

19-Jan-1996 
A49114 
A49114 

Suope. S.L.; Huganir. R.L. 
J. Biol. Chen. (1993) 268:25152-25161 

Molecular cloning of tuo abundant protein tyrosine kinases in 
Torpedo electric organ that associate uith the 
acetylcholine receptor. 
A49114 

prelininary 
tinolecule_type nRNA 
ttresidues" 1-542 ttlabel SH0 
ttcross-references GB:U01349 
CLASSIFICATION # super f an ily protein kinase honology; SH3 honology 
KEYWORDS phosphotransferase 
FEATURE 

94-143 tdonain SH3 honology tlabel SH3\ 

274-532 tdonain protein kinase honology tlabel KIN 

SUMMARY tlength 542 tnolecular-ueight 61096 tchecksun 2657 



ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 
tauthors 
tjournal 
ttitle 



taccession 
ttstatus 



Query Natch 38. 0Z; 

Best Local Sinilarity 51.37.; 
Matches 20; Conservative 



Score 167; DB 11; Length 542; 
Pred. No. 3.92e-12; 
9; Mismatches 9; Indels 1; Gaps 1; 



Db 94 alydydartdddlsfhkgek-fqilnntegduuearslq 131 



ay 
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54 ALFDY8ARTAEDLSFRAGDKKL8VLDTLHEGWWFARHLE 92 
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Release 2.10 John F. Collins, Bioconputing Research Unit. 
Copyright (c) 1993» 1994, 1995 University of Edinburgh. U.K. 
Distribution rights by IntelliGenetics. Inc. 

MPsrch.pp protein - protein database search, using Snith-Wateraan algorithm 

Run on! Hon Feb 3 16t55:24 1997; HasPar tine 4.55 Seconds 

452.373 Rill ion cell updates/sec 

Tabular output not generated. 

Title: >US-08-426-509-6 

Description: (122-201) fron US08426509.pep (1 of 3) 

Perfect Score: 586 

Sequence: 1 WFFGAI GRSDAEKQLLYSEN FLTRRRIFSTLNEFVSHYTK 80 



Scoring table: PAH 150 
Gap 11 



Searched: 82182 seqs. 25727515 residues 

Post-processing: Mininua Hatch OX 

Listing first 45 sunnaries 



Database: pir48 

l.'annl 2:ann2 3:ann3 4:unannl 5:unann2 6:unann3 7.'unann4 
8:unann5 9:unann6 10:unann7 ll:unann8 12:unann9 13:unenc 
14:unrev 

Statistics: Mean 38.963; Variance 91.030; scale 0.428 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printedi 
and is derived by analysis of the total score distribution. 

SUMMARIES 

X 

Result Query 

No. Score Hatch Length DB ID Description Pred. No. 



1 


586 


100.0 


505 


11 


138396 


protein-tyrosine 


kin 


4.99e-80 


2 


351 


59.9 


499 


4 


A40092 


protein-tyrosine 


kin 


8.16e-40 


3 


347 


59.2 


509 


1 


TVHAST 


protein-tyrosine 


kin 


3.78e-39 


4 


344 


58.7 


506 


4 


S24553 


protein-tyrosine 


kin 


1.19e-38 


5 


334 


57.0 


505 


4 


S24550 


protein-tyrosine 


kin 


5.45e-37 


6 


333 


56.8 


505 


11 


S51647 


protein-tyrosine 


kin 


7.98e-37 


7 


325 


55.5 


505 


1 


TVHUHC 


protein-tyrosine 


kin 


1.68e-35 


8 


320 


54.6 


509 


1 


0KHULK 


protein-tyrosine 


kin 


1.12e-34 


9 


319 


54.4 


503 


4 


JQ1321 


protein-tyrosine 


kin 


1.64e-34 


10 


319 


54.4 


509 


4 


A23639 


protein-tyrosine 


kin 


1.64e-34 


11 


316 


53.9 


503 


1 


TVHSHC 


protein-tyrosine 


kin 


5.11e-34 


12 


310 


52.9 


512 


1 


TVHULY 


protein-tyrosine 


kin 


4.95e-33 


13 


310 


52.9 


526 


1 


TVFV60 


protein-tyrosine 


kin 


4.95e-33 


14 


310 


52.9 


533 


1 


TVCHS 


protein-tyrosine 


kin 


4.95e-33 


15 


310 


52.9 


557 


1 


TVFVS2 


protein-tyrosine 


kin 


4.95e-33 


16 


310 


52.9 


568 


1 


TVFVS1 


protein-tyrosine 


kin 


4.95e-33 


17 


310 


52.9 


587 


1 


TVFVPR 


protein-tyrosine 


kin 


4.95e-33 


18 


308 


52.6 


541 


4 


A43610 


protein-tyrosine 


kin 


1.05e-32 


19 


308 


52.6 


542 


1 


TVHUSC 


Drotein-turosine 


kin 


1.05&-32 



20 


307 


52.4 


512 


4 


A39719 


protein-tyros ine kin 


1.54e-32 


21 


303 


51.7 


523 


1 


TVFVMT 


protein-tyrosine kin 


6.94e-32 


22 


303 


51.7 


534 


4 


S33568 


protein-tyros ine kin 


6.94e-32 


23 


303 


51.7 


537 


1 


TVHUSY 


protein-tyrosine kin 


6.94e-32 


24 


303 


51.7 


545 


7 


S52313 


pp62v protein - Rous 


6.94e-32 


25 


303 


51.7 


546 


7 


S52314 


pp62v protein - Rous 


6.94e-32 


26 


302 


51.5 


537 


1 


TVHUSR 


protein-tyrosine 


kin 


1.01e-31 


27 


300 


51.2 


534 


4 


A44991 


protein-tyrosine 


kin 


2.15e-31 


28 


299 


51.0 


537 


4 


A43806 


protein-tyrosine 


kin 


3.13e-31 


29 


299 


51.0 


541 


12 


S3 1645 


protein-tyrosine 


kin 


3.13e-31 


30 


299 


51.0 


663 


1 


TVMVRR 


protein-tyrosine 


kin 


3.13e-31 


31 


298 


50.9 


529 


1 


TVHUFR 


protein-tyrosine 


kin 


4.55e-31 


32 


297 


50.7 


536 


4 


533569 


protein-tyrosine 


kin 


6.63e-31 


33 


297 


50.7 


537 


4 


A45501 


protein-tyrosine 


kin 


6.63e-31 


34 


297 


50.7 


543 


1 


TVHUYS 


protein-tyrosine 


kin 


6.63e-31 


35 


296 


50.5 


517 


4 


A43807 


protein-tyrosine 


kin 


9.66e-31 


36 


296 


50.5 


539 


11 


B49114 


protein-tyrosine 


kin 


9.66e-31 


37 


292 


49.8 


392 


4 


S04205 


protein-tyrosine 


kin 


4.33e-30 


38 


292 


49.8 


542 


11 


A49114 


protein-tyrosine 


kin 


4.33e-30 


39 


290 


49.5 


362 


4 


S24551 


protein-tyrosine 


kin 


9.16e-30 


40 


290 


49.5 


528 


1 


TVFVG9 


protein-tyrosine 


kin 


9.16e-30 


41 


290 


49.5 


541 


1 


TVCHYS 


protein-tyrosine 


kin 


9.16e-30 


42 


289 


49.3 


532 


4 


B34104 


protein-tyrosine 


kin 


1.33e-29 


43 


288 


49.1 


507 


4 


A39939 


protein-tyrosine 


kin 


1.94e-29 


44 


288 


49.1 


517 


12 


S24547 


protein-tyrosine 


kin 


1.94e-29 


45 


288 


49.1 


532 


4 


A34104 


protein-tyrosine 


kin 


l,94e-29 



ALIGNMENTS 

RESULT 1 

ENTRY 138396 Hype complete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) FRK - hunan 

ALTERNATEJAHES FYN-related kinase (FRK) 

ORGANISM #fornal_nane Hono sapiens iconnonjiane nan 

DATE 15-Mar-1996 ^sequence revision 15-Har-1996 itext change 

15-Mar-1996 
ACCESSIONS 138396 
REFERENCE 138396 

tauthors Lee, J.; Hang. Z.; Luoh. S.N.; Hood. M.I.; Scadden. D.T. 

# journal Gene (1994) 138:247-251 

ttitle Cloning of FRK. a novel intracellular SRC-like tyrosine 

kinase-encoding gene. 
Scross-references MUIDJ94171047 
laccession 138396 

t#status preliminary 

ttnolecule_type nRNA 

##residues~ 1-505 «#label RES 

Mcross-references EMBL?U00803; NIDsg392887; CDS PID:g392888 
GENETICS 

Sgene GDBsFRK. 

##cross-references GDB:GO0-355-675 
KEYWORDS phosphotransferase 

SUMMARY #length 505 #nolecular-ueight 58254 Schecksun 9379 

Query Hatch 100. OX; Score 586; DB 11; Length 505; 

Best Local Sinilarity 100.07.; Pred. No. 4.99e-80; 

Matches 80; Conservative 0; Mi snatches 0; Indels 0; Gaps 

Db 116 uffgaigrsdaekqllysenktgsfliresesqkgefslsvldgavvkhyrikrldeggf 175 

lllllllllllllllill!lll!!!!ll!lll!llll!llllllll!ll!lllll!llll 
Qy 122 WFFGAIGRSDAEKQLLYSENKTGSFLIRESESQKGEFSLSvlDGAVVKHYRIKRLDEGGF 181 

Db 176 fltrrrifstlnefvshytk 195 

llllllllllllllllllll 
Qu 182 FLTRRRIFSTLNEFVSHYTK 201 



RESULT 2 

ENTRY A40092 Stype conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) blk - nouse 

0RGANIS11 tfornal_nane Mus nusculus tconpion_nane house nouse 

DATE 27-Mar-1992 #sequence_revision 27-Har-1992 #text_change 

09-Sep-1994 
ACCESSIONS A40092 
REFERENCE A40O92 

# author 5 Dynecki» S.M.; Niederhuber. J.E.; Desiderior S.V. 

tjournal Science (1990) 247S332-336 

f title Specific expression of a tyrosine kinase gene, blk . in B 

lynphoid cells, 
tcross-references MUID:901 17147 
taccession A40092 

ftstatus prelininary 
ttnolecule.type nRNA 
##residues" 1-499 ttlabel DYM 
Stcross-references GBJR30903 
CLASSIFICATION tsuperf anily protein-tyrosine kinase src; protein kinase 
honology? SH2 honology; SH3 honology 
ATP; phosphotransferase; tyrosine-specif ic protein kinase 



KEYWORDS 

FEATURE 
59-107 
118-214 
233-491 
241-249 

SUMMARY 

Guery Match 



tdonain SH3 honology tlabel SH3\ 
fdonain SH2 honology tlabel SH2\ 
tdonain protein kinase honology tlabel KIN\ 
tregion protein kinase ATP-binding notif 
# length 499 tnolecular-ueight 56644 tchecksun 4536 



59. 9V, Score 351; DB 4; Length 499; 
Best Local Sinilarity 58. 3X; Pred. No. 8.16e-40; 

Matches 49; Conservative 17; Mi snatches 14; Indels 4; Gaps 2> 



Db 118 uffrtisrkdaerqllapnrikagsfliresesnkgafslsvkdittqgevvkhykirsld 177 

III MM IIIMII : IIMIIIIIIIII II HIM : M IIIIIM ; II 
8y 122 UFFGA I GRSDAEKQLLYSENKTGSFL I RESESQKGEFSLSV— L— DGAVVKHYR I KRLD 177 



Db 178 nggyyispritfptlqalvqhysk 201 

Ml"*' I IMi M MM 
Qy 178 EGGFFLTRRR I FSTLNEFVSHYTK 201 



RESULT 3 
ENTRY 
TITLE 
ORGANISM 
DATE 



Hydra attenuata 



ACCESSIONS 
REFERENCE 
tauthors 
Sjournal 
ttitle 



TVHAST ttype conplete 
protein-tyrosine kinase (EC 2.7.1.112) stk 
*fornal_nane Hydra attenuate 

31-Mar-1992 tsequence_revision 31-Mar-1992 ttext change 

20-Aug-1994 
A34094 
A34094 

Boschi T.C.G.; Unger. T.F.i Fisher. D.A.? Steele. R.E. 
Mol. Cell. Biol. (1989) 9:4141-4151 

Structure and expression of STK» a src-related gene in the 
sinple netazoan Hydra attenuata. 
Scross-references MUID:90066418 
taccession A34094 
ttnolecule_type nRNA 
ttresidues 1-509 ttlabel BOS 
ttcross-references GB:H25245 
GENETICS 

stk 

tsuperf anily protein-tyrosine kinase src; protein kinase 

honology; SH2 honology; SH3 honology 
ATP; phosphoproteinf phosphotransferase; transforning 

orotcin: turns inp-sncr if ir nrntein Lin a so 



tgene 
CLASSIFICATION 

KEYWORDS 



S3 Sequence 3S98 AAi 



Query Hatch 45.9Xi Score 51; DB 17; Length 3898; 

Best Local Similarity 33. 3X; Pred. No. 1.94e+02; 

Hatches 5; Conservative 6; Mi snatches 4; Indels 0; Gaps 0; 

Db 3144 hlvgdiatikekakq 3158 

:|:: | ::|| |: 
Qy 661 QLLSSIEPLREKDKH 675 



Search conpleted: Hon Feb 3 17:08?40 1997 
Job tine : 10 sees. 



| \ / / 
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Release 2. ID John F. Collins, Bioconputing Research Unit. 
Copyright (c) 1993. 1994, 1995 University of Edinburgh, U.K. 
Distribution rights by Intel liGenetics, Inc. 

HPsrch_pp protein - protein database search, using Snith-Waternan algorithm 

Run on: Hon Feb 3 17:08:03 1997; HasPar tine 2.69 Seconds 

153.247 Million cell updates/sec 

Tabular output not generated. 

Title: >US-08-426-509-4 

Description: (660-675) fron US08426509.pep (5 of 5) 

Perfect Score: ill 

Sequence: 1 QQLLSSIEPLREKDKH 16 



Scoring table: 



Searched: 



PAH 150 
Gap 11 

82182 seqs, 25727515 residues 



Post-processing: Hininun Hatch 02 

Listing first 45 sunnaries 

Database: pir48 

l:annl 2:ann2 3:ann3 4:unanni 5>'unann2 6:unann3 7<'unann4 
8:unann5 9:unann6 10:unann7 Il:unann8 12:unann9 13:unenc 
14:unrev 



Statistics: 



Hean 27.034; Variance 49.322; scale 0.548 



Pred. No. is the nunber of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

I 

Result Query 

No. Score Hatch Length DB ID 



Description 



Pred. No. 



1 68 61.3 148 11 S31791 stathnin - chicken 8.00e-01 



2 


68 


61.3 


149 


5 


A40936 


stathnin - hunan 


8.00e-01 


3 


68 


61.3 


149 


12 


B48917 


stathnin - nouse 


a.00e-01 


4 


68 


61.3 


149 


5 


A34294 


stathnin - rat 


8.00e-01 


5 


68 


61.3 


197 


7 


JQ1271 


hypothetical 21. 5K p 


8.00e-01 


6 


65 


58.6 


1009 


9 


S61174 


hypothetical protein 


2.28e+00 


7 


62 


55.9 


678 


10 


S56284 


hypothetical protein 


6.30e+00 


8 


61 


55.0 


993 


12 


S49461 


synaptonenal conplex 


8.79e+00 


9 


61 


55.0 


993 


12 


S59599 


synaptonenal conplex 


8.79e+00 


10 


60 


54.1 


192 


14 


JC4573 


Ras2 protein - Hydra 


1.22e+01 


11 


60 


54.1 


192 


10 


S32042 


RAS1 protein - Hydra 


1.22e+01 


12 


59 


53.2 


805 


1 


YUPOS 


sucrose synthase (EC 


1.70e+01 


13 


58 


52.3 


243 


8 


S42873 


probable succinate d 


2.34e+01 


14 


58 


52.3 


605 


3 


ABPGS 


serun albunin precur 


2.34e+01 


IS 


58 


52.3 


681 


6 


A36500 


transferrin precurso 


2.34e+01 


16 


5B 


52.3 


2470 


9 


S57085 


1-phosphatidylinosit 


2.34e+01 


17 


57 


51.4 


437 


11 


S15704 


transforning protein 


3.22e+01 


18 


57 


51.4 


708 


9 


S53411 


hypothetical protein 


3.22e+01 


19 


57 


51.4 


763 


6 


S55616 


glycoprotein H - equ 


3.22e+01 


20 


56 


50.5 


179 


12 


A48917 


SCG10 protein - nous 


4.42e+01 


21 


56 


50.5 


179 


5 


A 36 110 


SCG10 protein - rat 


4.42e+01 


22 


56 


50.5 


237 


7 


JH0671 


high-affinity branch 


4.42e+01 


23 


56 


50.5 


239 


7 


JC4346 


f lageltar-specif ic s 


4.42e+01 


24 


56 


50.5 


241 


7 


S47673 


leucine transport pr 


4.42e*01 


25 


56 


50.5 


494 


1 


B45738 


alpha-anylase (EC 3. 


4.42e+01 


26 


56 


50.5 


495 


1 


A45738 


alpha-anylase (EC 3. 


4.42e+01 


27 


56 


50.5 


508 


9 


S19697 


aspartic proteinase 


4.42e+01 


28 


56 


50.5 


598 


3 


RGECNX 


regulatory protein n 


4.42e+01 


29 


56 


50.5 


660 


12 


A53618 


regulatory protein N 


4.42e+01 


30 


56 


50.5 


756 


8 


B64137 


tetr ahydr opter oy Itr i 


4.42e+01 


31 


56 


50.5 


808 


4 


S25526 


sucrose synthase (EC 


4.42e+01 


32 


56 


50.5 


808 


4 


S23543 


sucrose synthase (EC 


4.42e+01 


33 


56 


50.5 


985 


10 


A32240 


REV1 protein - yeast 


4.42e+01 


34 


56 


50.5 


1581 


11 


S49149 


laninin A3 - hunan ( 


4.42e+01 


35 


55 


49.5 


238 


10 


S22609 


hypothetical protein 


6.03e+01 


36 


55 


49.5 


373 


7 


SI 5200 


hydrogenase isozyne 


6.03e+01 


37 


55 


49.5 


406 


8 


S38218 


hypothetical protein 


6.03e+0i 


38 


55 


49.5 


407 


4 


A49845 


5-aninolevulinate sy 


6.03e+01 


39 


55 


49.5 


607 


3 


ABBOS 


serun albunin precur 


6.03e+01 


40 


55 


49.5 


607 


3 


ABSHS 


serun albunin precur 


6.03e+01 


41 


55 


49.5 


807 


4 


S29242 


sucrose synthase (EC 


6.03e+01 


42 


54 


48.6 


406 


12 


S27010 


aninoacylase (EC 3.5 


8.21e+01 


43 


54 


48.6 


802 


1 


YUZHS 


sucrose synthase (EC 


8.21e+01 


44 


54 


48.6 


1025 


4 


JC1266 


beta-galactosidase ( 


8.21e+01 


45 


54 


48.6 


2016 


10 


S27411 


cell division-associ 


8.21e+01 



ALIGNMENTS 



RESULT 
ENTRY 
TITLE 
ORGANISM 
DATE 



1 



S31791 ttype conplete 
stathnin - chicken 

#fornal_nane Callus gallus #connon_nane chicken 
13-Jan-1995 #sequence_revision 13-Jan-1995 #text_change 

13-Jan-1995 
S31791 
S20720 
Godbouti R. 

submitted to the EMBL Data Library, April 1992 
Identification and characterization of transcripts present at 

elevated levels in the undifferentiated chick retina. 
S31791 

prelininary 
tiflolecule_type nRNA 
ttresidues 1-148 SSlabel GOD 
iicross-references EMBL:X67840 



ACCESSIONS 

REFERENCE 
#authors 
tsubnission 
idescription 

Saccession 
ttstatus 



SUMMARY 



tlenath 148 Inolecular-weiaht 17082 Ichecksun 8231 



Query Hatch 61.37.; Score 68; DB 11; Length 148; 

Best Local Similarity 60.02; Pred. No. 8.00e-01; 

Hatches 9; Conservative 3; Mi snatches 3i Indels 0; Gaps 0; 

Db 115 qnaaklerlrekdkh 129 

l» ■ M lllllll 
8y 661 QLLSSIEPLREKDKH 675 



RESULT 2 

ENTRY A40936 ttype conplete 

TITLE stathnin - hunan 

ALTERNATE.NAWES leukenia-associated phosphoprotein pl8i oncoprotein 18; Pr22 

protein; proliferation-related phosphoprotein pl8 
ORGANISN #fornal_nane Hobo sapiens *connon_nane nan 

DATE 28-Hay-1992 Ssequence_revision 28-Hay-1992 #text_change 

Ol-Har-1996 

ACCESSIONS A40936; A44780; S3 1624; SI 0565; A 392 15; S42211 

REFERENCE A40936 

# author s Me I hen > R.F.; Zhu> X.; Hailati N.J Strahler, J.R.; Hanashi 
S.H. 

♦journal J. Biol. Chen. (1991) 266:17747-17753 

•title Characterization of the gene for a proliferation-related 

phosphoprotein (oncoprotein 18) expressed in high anounts 
in acute leukenia. 
icross-references HUID:92011487 
•accession A40936 
#lnolecule_type DNA 
##residues" 1-149 ##label HEL 
•Icross-references GB:M31303 
REFERENCE A44780 

•authors Zhu> X.> Kozarsky. K.i Strahler. J.R.; Eckerskornt C; 

Lottspeichi F.; Mel hen ■ R.; Loue» J.; Fox> D.A.; Hanashr 
S.H.; Atuehi G.F. 
•journal J. Biol. Chen. (1989) 264: 14556-14560 
•title Molecular cloning of a novel hunan leukenia-associated gene. 

Evidence of conservation in aninal species, 
•accession A44780 
••nolecule_type nRNA 
••residues' 1-149 ••label ZHU 
••cross-references GB:J04991 
REFERENCE S3 1624 

•authors Harunouchi* T. 

•submission subnitted to the EMBL Data Library, January 1992 
•accession S31624 

••status preliminary 

••nolecule_type nRNA 

••residues" 1-149 ••label HAR 

••cross-references EMBL.'Z11566 
REFERENCE SI 0565 

•authors Maucuer. A.; Doye. V.; Sobel. A. 
•journal FEBS Lett. (1990) 264:275-278 

•title A single anino acid difference distinguishes the hunan and 

the rat sequences of stathninr a ubiquitous intracellular 
phosphoprotein associated with cell regulations, 
•cross-references HUID:90292224 
•accession S10565 

••status prelininary 
••nolecule_type nRNA 
••residues" 1-149 »#label HAU 
REFERENCE A39215 

•authors Gullberg. H. ; Noreus. K.; Brattsand> G.; Friedrichi B.; 
Shingler-i V. 

•journal J. Biol. Chen. (1990) 265:17499-17505 

•title Purification and characterization of a 19-kilodalton 



intracellular protein. An activation-regulated putative 
protein kinase C substrate of T lynphocytes. 
Scross-references MUID?91009201 
iaccession A39215 
#*nolecule_type protein 
••residues" 117-136 fttlabel GUL 
REFERENCE S42211 

#authors Brattsand< G.; Marklund. U.; Hy lander, K.; Roos. G.i 
Gull berg, II. 

#journal Eur. J. Biochen. (1994) 220*359-368 

•title Cell-cycle-regulated phosphorylation of oncoprotein 18 on 

Serl6, Ser25 and Ser38. 
•accession S42211 

llstatus prelininary 
•*nolecule_type protein 
••residues" 11-44 SSlabel BRA 
GENETICS 

«gene GDB<'LAP18 

##cross-references GDB:G00-127-971 
#nap_position Ip36.1-p35 
CLASSIFICATION #superfanily stathnin 



KEYWORDS 
FEATURE 
16,25,38 

SUMMARY 



cytosol; phosphoprotein 

#binding_5ite phosphate (Ser) (covalent) #status 
experinental 

•length 149 *nolecular-ueight 17302 Schecksun 1901 



Query Match 61.37.; 
Best Local Similarity 60. OX; 
Matches 9» Conservative 



Score 68; DB 5; Length 149; 
Pred. No. 8.00e-0i; 
3; Mi snatches 3; Indels 



0; Gaps 0; 



Db 115 qnaaklerlrekdkh 129 

\- « -\ mini 

Qy 661 QLLSSIEPLREKDKH 675 



RESULT 
ENTRY 
TITLE 
ORGANISM 
DATE 



B48917 ttype conplete 
stathnin - nouse 

•fornal_nane Mus nusculus #cofinon_nane house nouse 
Ol-Dec-1995 Ssequence revision 01-Dec-1995 Stext change 

Ol-Dec-1995 
B48917 
A48917 

Okazabii T.> Yoshida, B.N.i Avrahan, K.B.; Hang, H.; 
Wuenschell, C.U.; Jenkins, N.A.; Copeland, N.G.S Anderson, 
D.J.; Mori, N. 
Genonics (1993) 18:360-373 

Molecular diversity of the SCGlO/stathBin gene fanily in the 

nouse. 
B48917 

prelininary 
••nolecule_type DNA 
#lresidues~ 1-149 ##label OKA 
••cross-references GBJL20258 
##note authors translated the codon GAT 

SUMMARY #length 149 tftolecular-weight 17274 



ACCESSIONS 
REFERENCE 
•authors 



•journal 
•title 

•accession 
••status 



for residue 34 as Glu 
•check sun 2075 



Query Match 61.37.; Score 68; DB 12; Length 149; 

Best Local Similarity 60.0%; Pred. No. 8.00e-0i; 

Matches 9> Conservative 3; Hi snatches 3; Indels 0; Gaps 0; 



Db 115 qnaaklerlrekdkh 129 

I' ; : l I II 1 1 1 i 
Qy 661 QLLSSIEPLREKDKH 675 



RESULT 4 

ENTRY A34294 Hype conplete 

TITLE stathRin - rat 

ALTERNATEJIAMES phosphoprotein pl9 

0RGANISH ♦fornaljiane Raitus norvegicus ♦connon_nai ! ie Norway rat 

DATE 31-Dec-1990 ♦sequence_revision 31-Dec-1990 ♦text.change 

18-Jun-1993 
ACCESSIONS A34294J A32892 

REFERENCE A34294 

♦authors Doyer V.» Soubrier, F.i Bauu. G.; Boutterin. H.C.J Beretta- 

L.i Koppel. J.J Vandekerckhovet J.i Sobel, A. 
#journal J. Biol. Chen. (1989) 264:12134-12137 
♦title A single cDNA encodes too isoforns of stathninr a 

developnenially regulated neuron-enriched phosphoprotein. 
♦cross-references HUID: 89308626 
#accession A34294 
♦♦nolecule_type nRNA 
♦♦residues" 1-149 ♦♦label 00Y 
♦♦cross-references GBJ J04979 



REFERENCE 
♦authors 
tjournal 
ititle 



H.D.i Eng> J. 



A32892 

Schubart. U.K.; Banerjee> 
DNA (1989) 8:389-398 

Homology between the cDNAs encoding phosphoprotein pl9 and 
SCG10 reveals a novel nannalian gene fanily preferentially 
expressed in developing brain, 
♦cross-references MUID:89377477 
♦accession A32892 
#tRolecule_type nRNA 
♦♦residues" 1-149 Mlabel SCH 
♦♦cross-references GB.'H27876 
CLASSIFICATION ♦superfanily stathnin 

SUMMARY ♦length 149 ♦nolecular-ueight 17288 «checksun 2109 

fiuery Natch 61.3%; Score 68; DB 5; Length 149; 

Best Local Similarity 60. OX; Pred. No. 8.00e-0l; 

Hatches 9; Conservative 3; Hi snatches 3; Indels Oi Gaps 0; 
Db 115 qnaaklerlrekdkh 129 

I'- ; : l mini 

9y 661 QLLSSIEPLREKDKH 675 



Escherichia coli 



RESULT 5 

ENTRY J61271 Hype complete 

TITLE hypothetical 21. 5K protein 

ALTERNATE.NAMES ORFE protein 
ORGANISM ♦fornal_nane Escherichia coli 

DATE 31-Nar-1992 ♦sequence_revision 31-Mar-1992 ♦text change 

27-Jan-1995 
ACCESSIONS JQ1271; S24198 

REFERENCE J91271 

♦authors Wachi» M.; Doi. M.; Ueda> T.; Ueki. M.; Tsuritanir K.; Nagai, 

K.; Matsuhashi* K. 
♦journal Gene (1991) 106:135-136 

♦title Sequence of the dounstrean flanking region of the 

shape-deternining genes nreBCD of Escherichia coli. 
♦cross-references MUID:92039056 
♦accession JQ1271 
♦♦nolecule_type DNA 
♦♦residues" 1-197 ♦♦label MAC 
♦♦cross-references Ei1BL:X57166 
COMMENT The gene encoding for this protein is located at dounstrean of the 
fire genes. 

SUMMARY ♦length 197 ♦nolecular-ueight 21515 ♦check sun 3123 



LI LI LI I I LI U L I LI LI <TB) 

<«t««*»«««**««t««t«««««t««t««t««»«ft«#«*«et««t«e«ft#««6«««f ««*«««««*#««*«*«««« 

Release 2.10 John F. Collins. Bioconpuiing Research Unit. 
Copyright (c) 1993. 1994, 1995 University of Edinburgh, U.K. 
Distribution rights by IntelliGenetics, Inc. 

HPsrch_pp protein - protein database search, using Snith-Waternan algorithn 

Run on* Mon Feb 3 17:06:00 1997; KasPar tine 9.04 Seconds 

671.741 Million cell updates/sec 

Tabular output not generated. 



Title: 

Description: 
Perfect Score: 
Sequence: 

Scoring table: 



>US-08-426-509-4 

(424-659) fron US08426509.pep (4 of 5) 
1845 

1 GSG8FGVVQLGKUKGGYDVA TIYQIHYSCWHELPEKRPTF 236 

PAH 150 
Gap 11 



Searched: 



82182 seqs, 25727515 residues 



Post-processing: Mininun Natch 02 

Listing first 45 sunnaries 

Database: pir48 

l:annl 2>'ann2 3:ann3 4:unannl 5:unann2 6:unann3 7:unann4 
8:unann5 9:unann6 10:unann7 ll:unann8 12:unann9 13:unenc 
14:unrev 

Statistics: Mean 43.995; Variance 98.402; scale 0.447 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



No. 


Score 


Hatch Length 0B 


ID 


Description 


Pred. No. 


1 


1327 


71.9 


659 


11 


137212 


Bruton agannaglobuli 


2.40e-218 


2 


1327 


71.9 


659 


11 


S28912 


protein-tyrosine kin 


2.40e-218 


3 


1299 


70.4 


660 


12 


JN0471 


protein-tyrosine kin 


4.41e-213 


4 


128B 


69.8 


659 


12 


B45184 


B cell progenitor ki 


5.15e-211 


5 


1255 


68.0 


527 


12 


A55631 


protein-tyrosine kin 


8.12e-205 


6 


1223 


66.3 


527 


4 


SI 3763 


protein-tyrosine kin 


8.20e-199 


7 


1207 


65.4 


608 


4 


JU0227 


protein-tyrosine kin 


8.20e-196 


8 


1207 


65.4 


630 


4 


JU0228 


protein tyrosine kin 


8.20e-196 


9 


1188 


64.4 


602 


4 


JU0215 


tyrosine kinase, tec 


2.98e-192 


10 


1168 


63.3 


620 


4 


S33253 


protein-tyrosine kin 


1.66e-188 


11 


1157 


62.7 


619 


4 


A47333 


T-cell-specif ic tyro 


1.91e-186 


12 


1157 


62.7 


625 


4 


A43030 


protein-tyrosine kin 


1.91e-186 


13 


1129 


61.2 


619 


4 


JN0472 


protein-tyrosine kin 


3.30e-181 


14 


1117 


60.5 


590 


1 


TVFFDS 


protein-tyrosine kin 


5.79e-179 


15 


915 


49.6 


506 


4 


S24553 


protein-tyrosine kin 


2.35e-141 


16 


860 


46.6 


362 


4 


S24551 


protein-tyrosine kin 


3.54e-131 


17 


858 


46.5 


1520 


1 


TVFFA 


protein-tyrosine kin 


8.29e-131 


18 


847 


45.9 


507 


4 


A39939 


protein-tyrosine kin 


8.92e-129 


19 


844 


45.7 


505 


4 


S24550 


protein-tyrosine kin 


3.19e-128 


20 


836 


45.3 


509 


4 


A23639 


protein-tyrosine kin 


9.56e-127 


21 


835 


45.3 


509 


1 


0KHULK 


protein-tyrosine kin 


1.46e-126 


22 


826 


44.8 


509 


1 


TVHAST 


protein-tyrosine kin 


6.68e-125 


23 


824 


44.7 


308 


1 


TVFFS 


Drotein-turosine kin 


1.56e-124 



24 


823 


44.6 


542 


11 


A49114 


protein-tyrosine kin 


2.39e- 


■124 


25 


821 


44.5 


557 


10 


A00629 


protein-tyrosine kin 


5.58e- 


•124 


26 


819 


44.4 


334 


4 


S24552 


protein-tyrosine kin 


1.30e- 


■123 


27 


820 


44.4 


697 


7 


A26132 


gag-abl-pol polyprot 


8.53e- 


•124 


28 


817 


44.3 


1130 


1 


TVHUA 


protein-tyrosine kin 


3.05e- 


■123 


29 


815 


44.2 


537 


4 


A43806 


protein-tyrosine kin 


7.12e- 


•123 


30 


815 


44.2 


981 


1 


FOHVGN 


gag-abl polyprotein 


7.12e- 


•123 


31 


815 


44.2 


1123 


4 


A39962 


kinase-retated trans 


7.12e- 


•123 


32 


812 


44.0 


537 


1 


TVHUSY 


protein-tyrosine kin 


2.54e- 


•122 


33 


809 


43.8 


505 


11 


S51647 


protein-tyrosine kin 


9.07e- 


•122 


34 


808 


43.8 


537 


1 


TVHUSR 


protein-tyrosine kin 


1.39e- 


■121 


35 


802 


43.5 


539 


11 


849114 


protein-tyrosine kin 


1.76e- 


•120 


36 


800 


43.4 


536 


4 


S33569 


protein-tyrosine kin 


4.12e- 


-120 


37 


798 


43.3 


568 


1 


TVFVS1 


protein-tyrosine kin 


9.61e- 


-120 


38 


799 


43.3 


1146 


4 


B35962 


protein-tyrosine kin 


6.29e- 


•120 


39 


799 


43.3 


1182 


4 


A35962 


protein-tyrosine kin 


6.29e- 


•120 


40 


797 


43.2 


526 


1 


TVFV60 


protein-tyrosine kin 


1.47e- 


•119 


41 


797 


43.2 


532 


4 


A34104 


protein-tyrosine kin 


1.47e- 


■119 


42 


797 


43.2 


532 


4 


B34104 


protein-tyrosine kin 


1.47e- 


•119 


43 


796 


43.1 


505 


11 


138396 


protein-tyrosine kin 


2.24e- 


•119 


44 


796 


43.1 


541 


4 


A43610 


protein-tyrosine kin 


2.24e- 


■119 


45 


796 


43.1 


542 


1 


TVHUSC 


protein-tyrosine kin 


2.24e- 


•119 



ALIGNMENTS 



137212 itype conplete 

Bruton agannaglobulinenia tyrosine kinase - hunan 
#fornal_nane Hono sapiens fconftonjiane nan 
09-Mar-1996 fsequence revision 09-Mar-1996 Stext change 

09-Nar-19?6 
137212 
137212 

Ohtar Y.i Haire, R.N.'; Litnan. R.T.; Fu> S.M.? Nelsoni R.P.; 
Kratz» J.; Kornfeld> S.J.; de la Horena. fl.; Good. R.A.; 
Litnan. G.W. 

Proc. Natl. Acad. Sci. U.S.A. (1994) 9U9062-9066 
Genonic organization and structure of Bruton 
agannaglobulinenia tyrosine kinase: localization of 
nutations associated uith varied clinical presentations and 
course in X chroROSone-linked aganoaglobulinenia. 
8cross-references MUID! 94377492 
iaccession 137212 

ttstatus prelininary 

##nolecule_type DNA 

Itresidues" 1-659 ##label RES 

##cross-references E«BL.'U10087; NID:g517436: CDS_PlD:g517438 
•fnote only intron-exon junctions are shoun 

GENETICS 

tgene GDB.'BTK; AGHX1; 11101 

#lcross-references GDB:GO0-l 20-542 
*nap_position Xq21.33-q22 

•introns 47/3; 80/3; 103/3: 131/1; 174/1; 196/3? 259/2; 280/2; 298/3; 

325/2; 368/1; 393/1; 450/2? 522/3! 544/2; 584/1; 636/3 
SUMMARY tlength 659 Snolecular-weight 76281 Ichecksun 9489 

Query Match 71.9%? Score 1327? DB 11; Length 659; 

Best Local Similarity 67. 8X; Pred. No. 2.40e-218; 

Matches 160; Conservative 41; Mismatches 35; Indels 0; Gaps 0; 

Db 409 gtgqrgvvkygkurgqydvaiknikegsnsedefieeakvciflnlsheklvqlygvctkqr 468 

MINIM IIMMMIMMIMMIIIIIMMI MMM III MMMM 
Oy 424 GSG8FGVV9LGKUKGfiYDVAVKMIKEGSMSEDEFF8EAQTMMKLSHPKLVKFYGVCSKEY 483 



RESULT 1 
ENTRY 
TITLE 
ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 
t author 5 



tjournal 
ttitle 



Db 469 pif iiteuwanacllnulrenrhrfataallenckdvceaneuleskof Ihrdlaarncl 528 



ippiiphiiiiiiii www www Mil imimiiiii 

Qy 484 PI Y I VTEY I SNGCLLNYLRSHGKGLEPSQLLEMCYDVCEGMAFLESHQF I HRDL AARNCL 543 



Db 529 vndqgvvkvsdfglsryvlddeytssvgskfpvrusppevlnyskfssksdiuafgvlnu 588 

P ; IIIIIIP'IIIIIPI IIIPIIIPIPIIP I PIIIIPIIIPIII 
Qy 544 VDRDLCVKVSDFGMTRYVLDD6YVSS VGTKFP VKWSAPEVFHYFK YSSKSDVWAFG I LNW 603 

Db 589 eiyslgknpyerftnsetaehiaqglrlyrphlasekvytinyscuhekaderptf 644 

P'llll IP : IP -II IIIIIIIIP M llllllll :: llll 
Gy 604 EVFSLGKQPYDLYDNSQVVLKVSQGHRLYRPHLASDTIYQIMYSCWHELPEKRPTF 659 



RESULT 2 

ENTRY 

TITLE 

ORGANISM 

DATE 

ACCESSIONS 
REFERENCE 
tauthors 



tjournal 
Hitle 

#accession 
S#statu5 
liftolecule, 
ttresidues 
CLASSIFICATION 

KEYWORDS 
FEATURE 

221-269 

281-377 

400-658 
SUMMARY 



S28912 ttype conplete 

protein-tyrosine kinase (EC 2.7.1.112) aik - hunan 
tfornal.nane Hono sapiens tcofinon_nane nan 
25-Feb-1994 #sequence_revision Ol-Sep-1995 #text change 

Ol-Dec-1995 
S28912 
S28912 

Vetrie, D.» Vorechovsky> I.; Siderasr P.; Holland) J.; 

Daviesi A.; Flinteri F.; Hannarstroen> L.5 Kinnoni C; 

Levinsky. R. ; Bobrou» M.; Snithr C.I.E.i Bentley. D.R. 
Nature (1993) 361:226-233 

The gene involved in X-linked agannaglobulinaenia is a nenber 

of the src family of protein-tyrosine kinases. 
S28912 

preliminary 
.type flRNA 

1-659 t# label VET 
tsuperfanily SH3 honology; protein kinase hono logy; SH2 

homology 
phosphotransferase 

tdonain SH3 homology tlabel SH3\ 
tdonain SH2 honology tlabel SH2\ 
t dona in protein kinase honology tlabel KIN 
tlength 659 tnolecular-ueight 76281 tchecksun 9489 



Query Hatch 71. 9X; Score 1327; DB 11; Length 659; 

Best Local Sinilarity 67. 82; Pred. No. 2.40e-218; 

Matches 160; Conservative 41; Misnatches 35; Indels 0; Gaps 0; 

Db 409 gtgqfgvvkugkurgqydvaiknikegsnsedefieeakvnnnlsheklvqlygvctkqr 468 
Pllllll IIPIIIIIPIIIIIIIIIIIIPHI IP'III III HIIPP 



Db 
Qy 
Db 



424 GSG9FGVV8LGKUKGQYDVAVKM I KEGSMSEDEFF8EASTMMKLSHPKLVKFYGVCSKEY 483 
469 pifiiteynangcllnylrenrhrfqtqqllenckdvceaneyleskqflhrdlaarncl 528 



PPI 



I'l 



Pllllllllll 



484 PI Y I VTEY I SNGCLLNYLRSHGKGLEPSQLLEMCYDVCEGMAFLESHQF I HRDLAARNCL 543 

529 vndqgvvkvsdfglsryvlddeytssvgskfpvrusppevlnyskfssksdiuafgvlnu 588 

P ; IIIIIIP'IIIIIPl IIIPIIIPIPIIP I PIIIIPIIIPIII 
Qy 544 VDRDLCVKVSDFGMTRYVLDDfiYVSSVGTKFPVKWSAPEVFHYFKYSSKSDVW AFG I LWH 603 



Db 589 eiyslgknpyerftnsetaehiaqglrlyrphlasekvytinyscuhekaderptf 644 

1 • • 1 1 1 1 IP ■ IP -II IIIIIIIIP 'I llllllll llll 
Qy 604 EVFSLGKQPYDLYDNSQVVLKVSQGHRL YRPHLASDT I YQ I MYSCWHELPEKRPTF 659 



RESULT 3 

ENTRY JN0471 ttype conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) enb - nouse 

ORGANISM tfornal_nane Mus nusculus tconnon_nane house nouse 

DATE 31-Dec-1993 tsequence_revision 31-Dec-1993 ttext_change 

12-Mau-1995 



ACCESSIONS JN0471 
REFERENCE JN0471 

# authors Yanada, N.J Kauakani, Y.; Kinura, H.i Fukanachi, H.; Baier. 

G.; Altnan, A.; Kato, T.; Inagaki, Y.; Kauakani, T. 
I journal Biochen. Biophys. Res. Connun. (1993) 192:231-240 
ttitle Structure and expression of novel protein-tyrosine kinases. 

Enb and Eat, in the hematopoietic cells, 
(accession JN0471 
#tnolecule_type nRNA 
ttresidues" 1-660 *f label YAM 



Itnote 
GENETICS 
tgene 
CLASSIFICATION 

KEYWORDS 
FEATURE 

223-271 

283-379 

402-659 

S52 

SUMMARY 

Query Natch 70.4X; Score 1299; DB 12; Length 660; 

Best Local Similarity 66.52; Pred. No. 4.41e-213; 

Hatches 157; Conservative 44; Mi snatches 34; Indels 1; Gaps l; 
Db 411 gtgqfgvvkygkurgqydvaikniregsnsedefieeak-vnnlsheklvqlygvctkqr 469 

piiiiii iipiiiiipiipiiiiiiiiphi mmii hi miipp 

Gy 424 GSG8FGVV9LGKWKG9YDVAVKHIKEGSNSEDEFFQEAQTMHKLSHPKLVKFYGVCSKEY 483 



the nucleotide sequence is not given 

enb 

tsuperfanily SH3 honology; protein kinase honologyi SH2 

honology 
phosphotransferase 

tdonain SH3 honology tlabel SH3\ 
tdonain SH2 honology tlabel SH2\ 
tdonain protein kinase honology # label KIN\ 
#binding_site phosphate (Tyr) (covalent) #status 
predicted 

I length 660 Snolecular-ueight 76577 tchecksun 1680 



Db 470 pifiiteynangcllnylrenrhrfqtqqllenckdvceaneyleskqflhrdlaarncl 529 

IPPIIPMIIIIIIII ;: llllll HUM Mil IPIIIIIIIIII 
8y 484 P I Y I VTEY I SNGCLLN YLRSHGKGLEPSQLLEHCYDVCEGMAFLESHQF IHRDLAARNCL 543 

Db 530 vndqgvvkvsdfglsryvlddeytssvgskfpvrusppevlnyskfssksdiuafgvlnu 589 

P : IIIIIIPMIIIIPI IIIPIIIPIPIIP I PIIIIPIIIPIII 
Qy 544 VDRDLCVKVSDFGMTRYVLDD9YVSSVGTKFPVKWSAPEVFHYFKYSSKSDVWAFGILMW 603 

Db 590 eiyslgknpyerftnsetaehiaqglrlyrphlaservytinyscuhekaderpsf 645 

PHIII II s ' IP -II IIIIIIIIP ! l Illlllll ;: IPI 
Qy 604 EVFSLGKQPYDLYDNS9VVLKVSQGHRLYRPHLASDTIYQIHYSCHHELPEKRPTF 659 



RESULT 
ENTRY 
TITLE 



B45184 ttype conplete 

B cell progenitor kinase. BPK-cytoplasnic tyrosine kinase - 
nouse 

tfornal_nane Hus nusculus tconnonjiane house nouse 
30-Apr-1993 #sequence_revision 18-Nov-1994 #text_change 

12-I1ay-1995 
B45184 
A45184 

Tsukada, S.; Saffran, D.C.; Raulingsr D.J.; Parolini, 0.; 
Allen, R.C.; Klisak, I.; Sparkes, R.S.; Kubagaua. H. ; 
Mohandas, T.i Suan, S.; Belnont, J.W.; Cooper, M.D.; 
Conley, K.E.; Witte, O.N. 
Cell (1993) 72:279-290 

Deficient expression of a B cell cytoplasnic tyrosine kinase 
in hunan X-linked agannaglobulinenia. 
tcross-references MUIDJ93145329 
(accession B45184 

ttstatus prelininary; not conpared with conceptual translation 

ttnolecule_type nucleic acid 
»«residue5~ 1-659 *«label TSU 



ORGANISM 
DATE 

ACCESSIONS 
REFERENCE 
(authors 



tjournal 
ttitle 



Ilcross-references NCBIP 5123834 
•lexperinental.source 702/3 pre-B cell lineli 
itnote sequence extracted fron NCBI backbone 

CLASSIFICATION Isuperfanily SH3 honologyi protein kinase honology! SH2 
honology 

FEATURE 

221-269 Idonain SH3 honology llabel SH3\ 

281-377 8donain SH2 honology llabel SH2\ 

400-658 Idonain protein kinase honology llabel KIN 

SUMMARY llength 659 Inolecular-ueight 76326 Ichecksun 9917 

Query Match 69.82; Score 1288; DB 12; Length 659; 

Best Local Sinilarity 66.17.; Pred. No. 5.15e-211i 

Matches 156; Conservative 43; Mismatches 37; Indels 0; Gaps 0; 

Db 409 gtgqfgvvkygkurgqydvaikfiiregsnsedefieeakvnnnlsheklvqlygvctkqr 468 

IMIIIII IIIMIIIIIMIIMIIIIIIIPMI IIMII III MIIIM 5 
8y 424 GSGQFGVVQLGKKKGQYDv'Av'KM I KEGSHSEDEFFQEA9TMMKLSHPKLVKF YGVCSKEY 483 

Db 469 pifiiteynangcllnylrenrhrfqtqqllenckdvceaneyleskqf Ihrdlaarncl 528 

iimmipmiiiiiiii - nun hum mi iimiiiiiiiii 

8y 484 PIYIVTEYISNGCLLNYLRSHGKGLEPSQLLEMCYDVCEGMAFLESH8FIHRDLAARNCL 543 

Db 529 vndqgvvkvslpglsryvlddeytssvgskfpvrusppevlnyskfssksdiuafgvlnu 588 

P ; Nil l«'MII!IIM 1 i M ' 1 1 (1 - 1 i - 1 1 1 - I IMIIIIMIIIMII 
Qy 544 VDRDLCVKVSDFGMTRYVLDDQYVSSVGTKFPVKHSAPEVFHYFKYSSKSDVUAFG1LMH 603 

Db 589 eiyslgknpyerftnsetaehiaqglrlyrphlaservytinyscuhekaderpsf 644 

PMIII II'' ; IP -II IIIIIIIIP : l llllllll ;: MM 
Qy 604 EVFSLGKQPYDLYDNSQ VVLKVSQGHRL YRPHLASDT I YS I M YSCWHELPEKRPTF 659 



RESULT 5 
ENTRY 
TITLE 

ALTERNATE.NAMES 
ORGANISM 
DATE 



A55631 Itype conplete 

protein-tyrosine kinase (EC 2.7.1.112) rlk - nouse 
resting lynphocyte kinase 
lfornal_nane Hus sp. lconnon_nane nouse 
23-Mar-1995 Isequence revision 23-Mar-1995 Itext change 

12-May-1995 
A55631 
A55631 

Hu. Q.; Davidson, D.i Schuartzbergt P.L.; Macchiarini. F.; 

Lenardd M.J.; Bluestonei J. A.; Matis> L.A. 
J. Biol. Chen. (1995) 270:1928-1934 

Identification of rlk, a novel protein tyrosine kinase uith 

predoninant expression in the T cell lineage. 
A55631 

prelininary 
llnolecule.type nRNA 
llresidues" 1-527 lllabel HUA 
llcross-references GB:L3526B 
CLASSIFICATION Isuperfanily SH3 honology; protein kinase honology 
KEYWORDS phosphotransferase 
FEATURE 

89-137 Idonain SH3 honology llabel SH3\ 

269-527 Idonain protein kinase honology llabel KIN 

SUMMARY llength 527 Inolecular-ueight 61108 Ichecksun 785 



ACCESSIONS 
REFERENCE 
lauthors 

Ijournal 
Ititle 

laccession 
llstatus 



Query Match 68. OX; Score 1255; DB 12; Length 527; 

Best Local Sinilarity 65.57.; Pred. No. fi.l2e-205; 

Matches 156; Conservative 40; Misnatches 38; Indels 4; Gaps 4; 



Db 278 gsgqfgvvhigeurahipvaikainegsnseedf ieeakvnnklshsrlvqlygvciqqk 337 

11111111 = 11 P" MM IMIIIIPM'MI 1 1 1 1 1 1 - • 1 1 Mill : 
Qy 424 GSGQFGVVQLGKUKGQYDVAVKMIKEGSMSEDEFFSEAQTMMKLSHPKLVKFYGVCSKEY 483 



Db 338 plyivtefnengclldylrer-kgqlqkalllsftcqdicegnaylerscyihrdlaarnc 396 

i - 1 1 1 1 1 * s iiiiphi : ii i ; : ii it piiiiph •'Iiiiiiiiii 

Qy 484 P I V I VTEY I SNGCLLNYLRSHGKG-LEPSQLLENCYDVCEGMAFLESH9F I HRDL AARNC 542 

Db 397 Ivssa-cvvkisdfgnaryvlddeyisssgakfpvkucppevfhfnkyssksdvusfgvl 455 

II II PIIIIPIIIIIPPII Pllllll MIIIP UIMIMPIPI 
Qy 543 LVDRDLCV-KVSDFGNTRYVLDDQYVSSVGTKFPVKHSAPEVFHYFKYSSKSDVWAFGIL 601 

Db 456 fiuevftegknpfenksnlqvveaisqgfrlyrphlapntiurvnyscwhespkgrptf 513 

HHP II P ; I III Mil IIIIIIIP IIPHIIIIII I llll 
Qy 602 MWEVFSLGKQPYDLYDNSQVVLKVSQGHRLYRPHLASDTIYQINYSCWHELPEKRPTF 659 



RESULT 6 
ENTRY 
TITLE 
ORGANISM 
DATE 



ACCESSIONS 
REFERENCE 
8 authors 
# journal 
ttitle 



S13763 fiype conplete 

protein-tyrosine kinase (EC 2.7.1.112) tec - nouse 
ffornaljiane Hus nusculus #connon_nane house nouse 
18-Feb-1994 ^sequence revision 10-Nov-1995 #text change 

08-Dec-1995 
S13763 
SI 3763 

llano i H.i Ishikauar F.; Nishida» J.; Hirai. H.i Takakui F. 
Oncogene (1990) 5? 1781-1786 

A novel protein-tyrosine kinasei teci is preferentially 
expressed in liver. 
Scross-references «UID:91 133729 
taccession S13763 
##nolecule_type nRNA 
*#residues~ 1-527 ##label NAN 
Mcross-references EMBLJX55663 
GENETICS 

tec 

isuperfanily protein-tyrosine kinase src; protein kinase 

honology; SH2 honology; SH3 honology 
ATP; phosphotransferase; tyrosine-specif ic protein kinase 



tgene 
CLASSIFICATION 



KEYWORDS 

FEATURE 
104-142 
264-522 

SUMMARY 



idonain SH3 homology tstatus atypical tlabel SH3\ 
tdonain protein kinase homology #1 abel KIN 
f length 527 Snolecular-ueight 61556 tchecksun 5620 



Query Hatch 66.3%; Score 1223; DB 4; Length 527; 

Best Local Similarity 61. OX; Pred. No. 8.20e-199; 

Matches 144; Conservative 45; Nisnatches 47; Indels 0; Gaps 0; 

Db 273 gsglfgvvrlgkuraqykvaikaireganceedf ieeakvnnklthpklvqlygvctqqk 332 

III IIIPIIIPHI IP'I PIPI PH'HI IIIPIIIII HHP •• 
Qy 424 GSGQFGWQLGKUKG8YDVAVKMIKEGSMSEDEFFQEA8TMMKLSHPKLVKFYGVCSKEY 483 



Db 
Qy 
Db 



333 piyivtefnergcllnflrqrqghfsrdnllsncqdvcegneylernsfihrdlaarncl 392 



11111*11 



llll 



484 PIYIVTEYISNGCLLNYLRSHGKGLEPSQLLEMCYDVCEGMAFLESHQFIHRDLAARNCL 543 

393 vneagvvkvsdfgnaryvlddqytsssgakfpvkucppevfnysrfssksdvusfgvlnu 452 

P' IIIIIIIPIIIIIII1 II Pllllll MIIPI "lillllPIPIII 
Qy 544 VDRDLCVKVSDFGMTRYVLDDSYVSSVGTKFPVKHSAPEVFHYFKYSSKSDVHAFGILMH 603 

Db 453 eiftegrnpfekntnyevvtnvtrghrlhrpklatkylyevnlrcuqerpegrpsf 508 

PP P I" I HI H-llll II IP H-l IPI II IPI 
Qy 604 EVFSLGKQPYDLYDNSQVVLKVSQGHRLYRPHLASDTIYQIMYSCHHELPEKRPTF 659 



RESULT 7 

ENTRY JU0227 ttype conplete 

TITLE protein-tyrosine kinase (EC 2.7.1.112) tec III - nouse 

ORGANISM ifornal.nane Mus nusculus lcoRnon_nane house nouse 

DATE 31-Dec-1993 Sseauence revision 31-Dec-1993 ttext chanae 



